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maltose transport system, binding pro- 
tein dependent, 1039 
starch-degrading enzymes, 1039 
Amycolatopsis methanolica 
Pfp gene 
characterization and phylogeny, 149 
PP;-dependent phosphofructckinase, 
149 


PP;-dependent phosphofructokinase 
Pfp gene, 149 
Amylase 
B. stearothermophilus 
high molecular weight, 5602 
release, 5602 
a-Amylase 
B. subtilis, 7014 
catabolite repression, 7014 
HPr, 7014 
Anabaena sp. strain PCC 7120 
cyanophage A-4(L) sensitivity 
hanA gene, 3572 
hanA gene 
cyanophage A-4(L) sensitivity, 3572 
heterocyst differentiation, 3572 
HU protein, 3572 
heterocyst differentiation 
hanA gene, 3572 
moeA 


nitrate reductase activity and heterocyst 
suppression on nitrate, 3893 
ntcA gene 
multiple transcripts and NtcA binding, 
922 


Anabaena variabilis 
vnfEN genes 
isolation and characterization, 4493 
Anabaena variabilis (ATCC 29413) 
dinitrogenase reductase 
proteolytic degradation, 606 
Anaerobic bacterium, new 
carboxylation of phenol to benzoic acid, 
2551 


Anaerobic sulfur bacteria 
Chromatium spp., 4742 
glutathione amide and its perthiol, 4742 
Anaerobic toxin gene 
C. bifermentans subsp. malaysia 
B. thuringiensis delta-endotoxins, homol- 
ogies to, 3099 
new mosquitocidal protein, 3099 
anfHDGK region 
A. vinelandii 
nitrogenase 3, 204 
_ orfl and orf2, 204 
Antibiotic synthesis 
S. coelicolor 
absA-encoded putative signal transduc- 
tion system, 3221 
global negative regulation, 3221 
Antigen P1 surface localization 
S. mutans 
C terminus, role of, 801 
Anti-o® antagonist RsbV 
B. subtilis 
reactivation, 5456 
app locus 
E. coli 
cytochrome bd terminal oxidase, 1742 
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AppY anaerobic and growth phase activator 
E. coli 
H-NS histone-like protein, repression 
by, 3418 
appY gene 
E. coli 
effect of growth conditions on expres- 
sion, 1556 
Apramycin resistance 
mycobacteria 
selective marker for gene transfer, 6357 
Aquifex pyrophilus 
ribosomes 
sensitivity to aminoglycoside antibiotics, 
1762 
AraC 
E. coli, 7025 
linker region, 7025 
ArcA 
E. coli transcriptional regulator, 6238 
arcA gene product 
E. coli 
hemA transcription, 638 
S. typhimurium 
hemA transcription, 638 
Archaea 
dTMP biosynthesis, 914 
Archaea, hyperthermophilic 
2-ketoisovalerate ferredoxin oxidoreduc- 
tase 
peptide fermentation, 780 
peptide fermentation 
2-ketoisovalerate ferredoxin oxi- 
doreductase, 780 
Archaeal flagellum 
minireview 
unique motility structure, 5057 
Archaeon, planktonic marine 
40-kilobase-pair genome fragment, 591 
arcRACB gene cluster 
H. salinarium (formerly H. halobium) 
fermentative arginine degradation, 4942 
Arginine degradation, fermentative 
H. salinarium (formerly H. halobium) 
arcRACB gene cluster, 4942 
Arginine-specific cysteine proteinase 
P. gingivalis 
fimbriation, 2818 
Arginine-specific translational control 
N. crassa 
upstream reading frame, mediation by, 
2172 
AroK protein 
E. coli 
inactivation causes mecillinam resis- 
tance, 3818 
Aromatic hydrocarbon utilization 
Pseudomonas spp. hybrids, 4039 
Ars pump 
E. coli 
arsenite transport, 911 
Arsenite transport 
E. coli 
Ars pump, 911 
“Arthrobacter aureus” C70 
odAAU2 infection 
site-specific integration functions, 1996 
Arthrobacter globiformis S155 
cold shock and cold acclimation proteins, 
2999 
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2-Arylpropionamides, enantioselective hy- 
drolyzation of 
R. erythropolis MP5S0 
amidase, 3501 
Arylsulfatase production gene 
C. jejuni 
cloning and mutagenesis, 3335 
AsgA protein | 
M. xanthus 
purification and in vitro phosphoryla- 
tion, 289 
asgB-dependent genes 
M. xanthus, 6628 
asmB suppressor locus 
E. coli 
allelic to envA (IpxC), 5138 
OmpF mutants, assembly defective, 
5138 
Asparagine synthetase and asparaginyl- 
tRNA synthetase 
L. bulgaricus 
coregulation by transcription antitermi- 
nation, 2459 
Aspergillus flavus 
serine protease (ser) gene 
disruption and compensatory increase 
in mep20 expression, 3899 
Aspergillus fumigatus 
proteinases 
inhibition by propeptides, 2211 
Aspergillus nidulans 
1,3-B-glucan synthesis 
fksA gene, 4381 
fksA gene 
1,3-B-glucan synthesis, 4381 
penicillin biosynthesis genes 
acvA (pcbAB) and ipnA (pcbC), 3908 
regulation, 3908 
tamA gene 
putative zinc cluster motif, 3406 
Asticcacaulis biprosthecum 
stalk bands 
indicators of stalk age, 3939 
ATP synthesis 
B. pasteuri 
ammonium/urea dependence, 403 
ATP-binding cassette transporter homolog 
M. xanthus 
rfbABC operon, 1631 
ATP-dependent DNase 
B. subtilis 
AddA subunit, 5086 
ATP-dependent H*-pump activity 
M. mazei G61 
inverted vesicles, 2424 
membrane ATPase, 2424 
Atrazine chlorohydrolase 
Pseudomonas sp. strain ADP 
characterization, 4894 
attB site 
mycobacteriophage LS integration, 5533 
Autoinducer PAI 
P. aeruginosa, 5995 
Autoinducer-LuxR interactions 
V. fischeri 
quorum sensing, 2897 
Autolysin, major 
P. aeruginosa 
subcellular distribution, role in cell 
growth, and secretion, 2479 
Autolysin ring 
S. aureus 
cell separation, 1565 


Autolysis 
S. aureus 
putative regulatory locus, 611 
Autonomously replicating sequence 
H. polymorpha DL-1 
multiple integration, 4420 
Autotrophic metabolism 
C. thermoautotrophicum and C. thermoace- 
ticum 
effect of nitrate, 4597 
avrBs2 
X. campestris pv. vesicatoria 
mutations affecting virulence and aviru- 
lence, 4661 
Azoarcus sp. strain BH72 
diazosome formation 
protein responses, 5748 
Azorhizobium caulinodans 
cytochrome bd and cytochrome cbb3 ter- 
minal oxidases 
N; fixation, 5989 
Azospirillum brasilense 
iron uptake 
lon gene, 3440 
lon gene 
iron uptake, involvement in, 3440 
NifA 
regulatory role of N-terminal domain, 
4380 


nitrogenase activity 
ammonium, response to, 2948 
second mechanism for posttranslational 
regulation, 2948 
oxygen taxis, 5199 


Il 
NifA activity modulation, 4380 
proteins 
coexistence of two, 4143 
proton motive force, 5199 
Azospirillum brasilense Sp7 
flagellin of lateral flagella 
lafl gene, 5017 
lafl gene 
flagellin of lateral flagella, 5017 
Azotobacter chroococcum 
alkylresorcinols 
abundant lipid components, 4027 
Azotobacter vinelandii 
algD 
GDP-mannose dehydrogenase gene, 
1788 
alginate biosynthesis 
AlgU putative sigma factor, 1800 
MucA, -B, -C, and -D, roles of, 1800 
AlgU putative sigma factor 
alginate biosynthesis, 1800 
regulators, 1800 
anfHDGK region 
nitrogenase 3, 204 
orfl and orf2, 204 
GDP-mannose dehydrogenase gene 
algD, 1793 
mannuronan C-5-epimerase gene, 5884 
nifB promoter, expression from 
activation by NifA, VnfA, or AnfA, 788 
nitrogenase 3 
anfHDGK region, 204 
tungsten-tolerant mutant 
phenotypic characterization, 691 
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B. lactofermentum 
sigA and sigB, 550 
bacA-phoA fusion 
R. meliloti 
degP identification, 745 
loci needed for symbiosis, 745 
Baciillus thuringiensis 
delta-endotoxins 
C. bifermentans subsp. malaysia anaero- 
bic toxin gene, homologies to, 3099 
Bacillus anthracis 
genetic variability, 377 
Bacillus cereus 
spores 
germination-specific spore cortex-lytic 
enzyme, 5330 
zwittermicin A resistance genes, 4266 
Bacillus cereus WSBC 10201 
cold shock protein, dimeric 
family of homologs, 2916 
Bacillus pasteuri 
ATP synthesis 
ammonium/urea dependence, 403 
proton electrochemical gradient 
ammonium/urea dependence, 403 
Bacillus sp. strain SG-1 
manganese oxidation by spores 
gene cluster involved, 3517 
Bacillus sp. strain YN-2000 
facultative alkaliphilic, 3031 
succinate:quinone oxidoreductase (com- 
plex II) 
single heme b, 3031 
Bacillus species 
forespores, developing 
3-phosphoglyceric acid accumulation, 
2204 
decrease in pH, 2204 
plasmids 
homology among nearly all, 191 
Bacillus stearothermophilus 
amylase 
high molecular weight, 5602 
release, 5602 
branching enzyme 
cyclization reaction, catalysis of, 1600 
mannitol transport protein, 5586 
Bacillus stearothermophilus PV72 
S-layer protein synthesis 
cell wall composition, 2108 
oxygen-induced changes, 2108 
Bacillus subtilis 
2,3-dihydrobenzoate synthesis 
isochorismate synthase genes, 854 
acyl carrier protein 
cluster of lipid biosynthesis genes, 4794 
AddA 
ATP-dependent DNase subunit, 5086 
ATP-dependent exonuclease activity, 
5086 
AddAB activity 
mutations in ATP-binding consensus 
sequences in AddA and AddB sub- 
units, 5130 
ade gene, 846 
adenine deaminase 
purine salvage and nitrogen metabo- 
lism, 846 
ADP-ribosylation of proteins 
sporulation, possible importance in, 
4935 
alkyl hydroperoxide reductase operon, 
6571, 6579 
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anti-o® antagonist RsbV 
reactivation, 5456 
ATP-dependent DNase 
AddA subunit, 5086 
bacteriophages 
“smart” versus “naive,” phenotypic dif- 
ferentiation of, 3399 
bglPH expression 
carbon catabolite repression, two dis- 
tinct pathways, 2637 
biotin biosynthetic operon 
cloning, sequencing, and characteriza- 
tion, 4122 
transcripts, 6361 
BmrR 
drug-binding activity, 1473 
carbon catabolite repression 
bglPH expression, 2637 
two distinct pathways, 2637 
citrate synthase, major 
characterization, 3658 
citrate transport, 6216 
class I heat shock genes 
hrcA, negative regulation by, 1088 
CodY 


repression of genetic competence, 5910 
role in regulation of hut operon, 3779 
cold shock stress-induced proteins, 4611 
colony and reporter gene expression pat- 
terns, 1980 
comS, plasmid-amplified 
sinR suppression, 5144 
cotH gene 
spore coat protein assembly, 4375 
degR 
o?-dependent transcription, 216 
suppression by multicopy proB, 216 
developmental gene expression 
compartmentalized regulator, 4500 
dihydroorotate dehydrogenase activity 
pyrDII gene, 5013 
DNA repair 
role in spore resistance, 3486 
dra-nupC-pdp operon 
DeoR repressor protein, regulation by, 
424 
deoxyribonucleosides, induction by, 424 
endospores 
peptidoglycan structure, 6451 
flaD (sinR) mutations 
SigD-dependent functions, 6640 
flagellin synthesis 
effect of mecA and mecB (clpC) muta- 
tions, 4861 
flavohemoglobin gene 
oxygen-controlled regulation, 3803 
FigM, 7010 
o”-dependent gene expression, role in, 
3113 
fnr activation upon oxygen limitation 
ResD-ResE, 3796 
y-glutamyltranspeptidase gene 
identification, sequence, and expression, 
4319 
gbsAB genes 
glycine betaine synthesis, 5121 
ginRA operon 
autogenous regulation, 2450 
glycine betaine 
OpuD, 5071 
three transport systems, 5071 
glycine betaine synthesis 
gbsAB genes, characterization of, 5121 


gnt operon expression 
catabolite repression resistance, 5480 
HPr phosphocarrier protein mutation, 
5480 
HPr 
catabolite repression of a-amylase, 7014 
HPr phosphocarrier protein mutation 
catabolite repression of gnt operon, 
5480 
hrcA 
first gene of dnaK operon, 1088 
negative regulator of class I heat shock 
genes, 1088 
hut operon 
CodY role in regulation, 3779 
ilv-leu operon 
leucine-dependent regulation, 2150 
isochorismate synthase 
2,3-dihydrobenzoate synthesis, 854 
duplicate genes, 854 
menaquinone synthesis, 854 
KinB pathway to sporulation 
membrane protein involved in activa- 
tion, 1178 
LacZ reporter system 
vancomycin inducible, 6305 
levanase operon, 7112 
LicT 
BglG family member, 1971 
transcriptional antiterminator protein, 
1971 
malate dehydrogenase gene, 560 
mecA and mecB (clpC) mutations 
flagellin synthesis, 4861 
sigD expression regulation, 4861 
menaquinone synthesis 
isochorismate synthase genes, 854 
menp1 promoter 
transcriptional regulation, 705 
metE gene 
S-adenosylmethionine synthetase, 4604 
OpuD 
glycine betaine transport, 5071 
pbpB cell division gene 
complex four-gene operon, 2343 
pbpC, 5995 
penicillin-binding proteins, class A 
mutants lacking, 2079 
peptidoglycan 
endospore, 6173 
plasmid instability 
gene expression as a cause, 5235 
polynucleotide phosphorylase deletion 
strain, 2375 
prespore gene expression 
compartmentalization of mother cell- 
specific gene expression, 2813 
sporulation, 2813 
pro-o® 
exchange of precursor-specific elements 
with pro-o, 546 
pro-o* 
exchange of precursor-specific elements 
with pro-o®, 546 
purine salvage and nitrogen metabolism 
adenine deaminase, 846 
pyr operon 
attenuator mutants, 2351 
transcriptional attenuation, 7206 
pyrDII gene 
pyrimidine nucleotide synthesis, 5013 
requirement for dihydroorotate dehy- 
drogenase activity, 5013 
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pyrimidine nucleotide synthesis 
pyrDII gene, 5013 
PyrR, 5806 
replication fork arrest 
relocated replication terminators, 4258 
ResD-ResE 
fnr activation upon oxygen limitation, 
3796 
two-component regulatory proteins, 
3796 
respiration, aerobic and anaerobic 
regulators, 1374 
sacB gene 
conference of sucrose sensitivity on my- 
cobacteria, 1197 
S-adenosylmethionine synthetase 
metE gene, 4604 
sigD expression 
effect of mecA and mecB (clpC) muta- 
tions, 4861 
o® 
fractionation properties, 3701 
o® general stress transcription factor 
stability, 3668 
o® regulators 
yeast two-hybrid system, 7020 
o® transcription factor 
regulation in response to environmental 
stress, 3846 
o?-dependent gene expression 
FigM, role of, 3113 
o®-dependent operon 
catabolite repression during sporula- 
tion, 4778 
o* regulation 
nucleotide binding, 6730 
rotein conformational change, 6730 
o transcription factor 
additional genes under its control, 5039 
sinR 
suppression by plasmid-amplified comS, 
5144 


sinR mutant 

motility, 7010 
site-specific DNA recombinase 

SpoIVCA, 3380 
sleB 

spore cortex-lytic enzyme, 6059 
SpolIA protein 

GTP-binding properties, 6632 
SpolJE mutants 

dual functional role for SpolIE, 4984 

two distinct phenotypic classes, 4984 
SpoIVCA 

DNA rearrangement in absence of, 

3380 

site-specific DNA recombinase, 3380 
spore coat protein assembly 

cotH gene expression, requirement for, 


spore resistance 
role of DNA repair, 3486 
sugar uptake 
PTS systems, 3557 
regulation, 3557 
tetA(L) gene 
regulation and physiology of a mutant 
strain, 2853 
trp RNA-binding attenuation protein 
interaction with RNA, 5159 
trpS mutation 
temperature sensitive, 6518 
TRAP regulation, 6518 
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wall fabric 
E. coli, comparison with, 768 
permeability, 768 
Bacillus subtilis 168 
tre operon 
regulation by TreR, 4576 
Bacillus thuringiensis 
cryV-type insecticidal protein 
expression early in stationary phase, 
2141 
phosphatidylinositol-specific phospho- 
lipase C gene 
positive regulation at onset of station- 
ary phase, 2749 
Bactericidal peptides 
 Brucella-Salmonella \ipopolysaccharide 
chimeras, 5867 
Bacteriocin 28b production 
S. marcescens 
induction by DNA-damaging agents, 
951 
Bacteriocin production 
L. plantarum C11 
pln \ocus, 4472 
L. sake 
induction by secreted peptide, 2232 
Bacteriocin transport 
L. lactis 
LenD topology, 1766 
Bacteriocin, two component 
lactococcin G 
potassium ion conducting, 600 
Bacteriophage lambda pry, promoter 
upstream interactions, 6945 
Bacteriophage Mu 
middle promoter 
regulatory factors, 1585 
Bacteriophage Mx8 
M. xanthus 
’ integration into chromosome, 4004 
_ Structural alteration of IntP protein, 
4004 
Bacteriophage P1 
cell lysis 
three functions involved in, 1099 
Bacteriophage PSP3 and R73 activator 
proteins 
promoter specificities, 5668 
Bacteriophage T4 
motA 
mutation, 6133 
replication 
E. coli DNA polymerase I, 6772 
RNase H, 6772 
Bacteriophage T7 DNA 
translocation into E. coli, 6921 
Bacteriophage TP901-1 
site-specific integration 
resolvase-like protein, 5164 
Bacteriophages 
B. subtilis 
“smart” versus “naive,” phenotypic dif- 
ferentiation of, 3399 
L. lactis, 6158 
Bacteriorhodopsin-dependent photoresponse 
H. salinarium 
Aw-mediated signalling, 3008 
Bacteroides fragilis 
catalase 
protection against hydrogen peroxide, 
6895 


CcrA 
DsbA-insensitive expression, 4306 


metallo-B-lactamase, 4306 
cfiA genes 
monophyletic cluster, 1914 
Bacteroides spp. 
NBU1 mobilizable insertion element 
integrase, 3594 
nonspecific integration in E. coli, 3601 
Bacteroides thetaiotaomicron 
glutamate dehydrogenase 
NAD(P)H utilizing, 7212 
outer membrane protein 
maltooligosaccharide and starch utiliza- 
tion, 823 
starch utilization 
enzymes, 7173 
regulatory protein levels, 7180 
Bacteroides vulgatus 
plasmid 
§-nitroimidazole resistance, 6671 
mobilization, 6671 
Bacteroids 
R. leguminosarum 
respiration and nitrogenase activity, 
4555 
Bald mutants 
S. griseus 
gene that suppresses morphological de- 
fect, 2867 
premature sporulation events, 4643 
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S. cerevisiae 
branched-chain amino acid permease, 
2025 
induction by amino acids, 2025 
Base excision repair 
S. cerevisiae 
rat DNA polymerase 8 mutants, inter- 
ference by, 656 
bchG gene 
C. aurantiacus 
chlorophyll synthase relation to other 
polyprenyltransferases, 3369 
bedD gene 
P. putida 
plasmiid borne, 5592 
bet promoters, complex 
coli 
regulation by ArcA, BetI, and osmotic 
stress, 1655 
B-1,3-Glucanase isoenzyme IIA gene and 
‘enzyme 
O. xanthineolytica LL G109 (C. cellulans), 
4751 
B-Glucan synthesis 
B. japonicum 
ndvC locus and B-(1—6) linkages, 4635 
B-Lactam resistance gene 
S. clavuligerus, 6266 
B-Lactamase 
TEM-1 
‘active site omega loop, systematic mu- 
tagenesis of, 1821 
BetI repressor protein 
E. coli 
choline stimulation of BetI-DNA com- 
plex formation, 1663 
DNA-binding properties, 1663 
betP gene 
C. glutamicum 
glycine betaine transport system, 5229 
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biogenesis of bundle-forming pili, 6555 
bglPH expression 
B. subtilis 
carbon catabolite repression, two dis- 
tinct pathways, 2637 
Bifidobacterium infantis 
cell walls 
polysaccharide containing galacto- 
furanose, 317 
Bile acid transporter gene 
Eubacterium sp. strain VPI 12708, 7053 
Biofilm accumulation 
S. epidermidis 
intercellular adhesin, 175 
linear B-1,6-linked glucosaminoglycan, 
175 


Bioluminescent reporter for differential gene 
expression 
C. albicans 
R. reniformis luciferase, 121 
Biomaterial adhesin 
S. epidermidis 
ultrastructural organization and regula- 
tion, 537 
Biotin biosynthetic operon 
B. subtilis, 6361 
cloning, sequencing, and characteriza- 
tion, 4122 
bla and omp genes 
E. coli 
in vivo turnover and amount of mRNA, 
2718 
synonymous codon selection, 2718 
bluF gene 
R. capsulatus, 7308 
BmrR 
B. subtilis 
drug-binding activity, 1473 
bop promoter 
H. halobium 
genetic and topological analysis, 840 
stimulation by DNA supercoiling and 
non-B-DNA structure, 840 
Bordetella pertussis 
alcaligin siderophore biosynthesis genes 
iron regulated, 4877 
BpH2 
novel histone H1 homolog, 3066 
filamentous hemagglutinin 
roles of N-terminal and C-terminal pre- 
cursor domains, 1053 
H1 homolog 
DNA binding alters DNA flexibility in 
vitro, 2982 
toxin expression 
novel family of prokaryotic transcrip- 
tional accessory proteins, 4445 
Bordetella spp. 
alcaligin siderophore biosynthesis 
odc gene, requirement for, 54 
putrescine is a precursor, 54 
odc gene 
alcaligin siderophore biosynthesis, 54 
Borrelia afzelii 
nlpH 
plasmid-encoded lipoprotein, 6435 
Borrelia burgdorferi 
circular plasmid 
insertion of selectable marker, 5946 
Oms28 outer membrane protein 
porin activity, 4909 
ospE-ospF gene family, 5615 
plasmid 
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linear, 6635 
nucleotide sequence, 6635 
plasmids, circular and linear 
extensive homology, 2287 
repeated DNA element, 2287 
structural analysis, 6539 
supercoiled plasmids 
lipoprotein gene family, 3293 
multicopy tandem open reading frames, 
3293 
Borrelia burgdorferi B31 
multigene family 
four separate 32-kilobase circular plas- 
mids, 3508 
Borrelia burgdorferi sensu lato isolates 
linear plasmid dimers 
potential mechanism of replication, 
3357 
Borrelia hermsii 
conversion of a linear to a circular plas- 
mid, 793 
Bosea thiooxidans 
thiosulfate oxidation 
transposon mutagenesis, 3628 
BpH2 
B. pertussis 
novel histone H1 homolog, 3066 
Bradyrhizobium japonicum 
aconitase gene, 6166 
B-glucan synthesis 
ndvC locus and B-(1->6) linkages, 4635 
fegA, 7265 
respiratory chain, symbiosis specific 
high-affinity cbb,-type cytochrome oxi- 
dase, 1532 
rpoH, gene 
? like protein, 5337 
unique heat shock gene cluster, 5337 
Bradyrhizobium (Arachis) sp. strain NC92 
nodD genes, two 
nodA repression, 2757 
nolA gene 
efficient nodulation of host plants, 2757 
Branched-chain amino acid pathway 
S. typhimurium 
inhibitors of two enzymes, metabolic 
effects of, 1187 
Branching enzyme 
B. stearothermophilus 
cyclization reaction, catalysis of, 1600 
Brevibacterium ammoniagenes 
type I fatty acid synthases, two 
identification and functional differentia- 
tion, 4787 
Brevibacterium lactofermentum 
multiple sigma factor genes 
sigA and sigB, 550 
sigA and sigB, 550 
Brucella abortus 
haptens, native 
LPS-independent O polysaccharide, 
1070 
Brucella melitensis 
haptens, native 
LPS-independent O polysaccharide, 
1070 


Brucella-Salmonella \ipopolysaccharide chi- 
meras 
bactericidal peptides, 5867 
Bundle-forming pilus morphogenesis 
E. coli 
gene cluster, 2613 


Burholderia sp. strain DNT 
4-methly-5-nitrocatechol oxygenase, 6019 
Burkholderia cepacia AC1100 
chlorophenol 4-monooxygenase 
purification and characterization, 2645 
Burkholderia pickettii 
toluene-3-monooxygenase operon 
cascade regulation, 6327 
Burkholderia solanacearum 
cell-associated glucans 
new family of periplasmic glucans, 2263 
Burkholderia sp. strain DNT 
2,4-dinitrotoluene dioxygenase 
similarity to naphthalene dioxygenase 
4926 
Butyryl-coenzyme A synthesis genes 
C. acetylbutylicum ATCC 824, 3015 


cad operon 
E. coli 
kinetics of expression, 5522 
caiF 
E. coli 
potential activator of carnitine metabo- 
lism, 1248 
Calcium signalling in bacteria 
minireview, 3677 
Calvin cycle enzymes 
X. flavus 
fructosebisphosphate aldolase, 888 
primary structure and phylogeny, 888 
transketolase, 888 
cAMP receptor protein 
E. coli 
alteration of DNA topology after nutri- 
tional upshift, 3331 
gyrA transcription control, 3331 
S. typhimurium 
complementary interactions with o§, 5112 
cAMP receptor protein binding site 
E. coli 
spacer DNA, 2436 
Campylobacter jejuni 
arylsulfatase production gene 
cloning and mutagenesis, 3335 
Candida albicans 
bioluminescent reporter for differential 
gene expression 
R. reniformis luciferase, 121 
chitin synthase genes 
role in growth, 2416 
GFAI gene 
glutamine:fructose-6-phosphate amido- 
transferase, 2320 
glutamine:fructose-6-phosphate amido- 
transferase 
GFA] gene, 2320 
HOGI gene 
glycerol accumulation, 5850 
HYRI gene 
activation in response to hyphal devel- 
opment, 5353 
member of gene family encoding cell 
wall proteins, 5353 
sphingolipids, 6223 
cap3A gene 
S. pneumoniae 
type 3 capsular polysaccharide synthe- 
sis, 2971 
Capsular KS polysaccharide 
E. coli 
B-elimination by K5-specific coliphage, 
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enzymatic cleavage by K5-specific co- 
liphage, 4747 
Capsular polysaccharides 
S. aureus 
gene clusters, 2118 
type 8 capsule genes, 2118 
Capsule polysaccharide synthesis locus 
S. pneumoniae serotype 14 
glycosyl transferase gene cps14E, 
3736 


Capsule synthesis 
E. coli K-12 
osmotic shock, induction by, 1204 
Carbon catabolite repression 
B. subtilis 
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pilus morphogenesis, 2613 
EspC, 6546 
F pilin 
maturation, role of propilin leader pep- 
tide in, 3748 
fabA6(Ts) mutation suppressor 
increased unsaturated fatty acid produc- 
tion, 5382 
FadR 
iclR activation, 4704 
FadR regulator, 6443 
fatty acid biosynthetic genes 
transcriptional analysis, 3614 
fatty acid composition 
modification by coexpression of plant 
acyl-acyl carrier protein desaturase 
and ferredoxin, 936 
fepA-fes region 
resemblance to ferrichrysobactin recep- 
tor gene, 1227 


nucleotide concentration determines 
transcription activation, 199 
o°*-dependent activator, 199 
FhuA channel, 6913 
FIS transcriptional activator 
positive control mutant, 5182 
flagellar motor 
FiiG and FIiM, interaction between, 
1289 
torque generation, 223 
flagellar regulon regulator 
flhD, 668 


effect on cell division, 668 
flagellar regulon regulator, 668 
fliAZY operon, 24 
FliG 
flagellar motor torque generation, 223 
FliK flagellar hook length control protein 
characterization, 2954 
FNR-dependent gene regulation 
O, as regulatory signal, 4515 
F-pilin subunit membrane insertion 
requirement for leader peptidase B and 
proton motive force, 3742 
FruR 
pykF catabolite activation, mediation of, 


fts mutants 
FtsZ ring formation, 3877 
FtsA 
septum localization, 7167 
fisH gene 
identification as tolZ gene, 3457 
ftsH mutant phenotype suppression 
overproduction of molecular chaper- 
ones, 1141 
FtsN essential cell division protein 


topological characterization, 1328 
FtsZ 
interaction with cell division inhibitors, 


ftsZ gene 


inhibition by defective prophage Rac kil 
gene, 5100 
FtsZ ring formation 
fts mutants, 3877 
gat genes 
galactitol transport and metabolism, 
6790 
gic locus 
gic regulator protein, 2051 
glycolate oxidase subunit genes, 2051 
gipD 
negative control of transcription, 7090 
gluconate metabolism 
GntI system, 3260 
gluconate uptake 
gntP gene, 61 
glucose permease 
substrate specificity, mutation that al- 
ters, 940 
glutamyl-tRNA reductase (hemA) gene 
arcA gene product, 638 
P1 promoter, 638 
sn-glycerol 3-phosphate regulon 
repressor, 7080 
glycerol kinase 
regulatory mutant, 2846 
glycerol utilization 
glucose control, 2846 
glycogen catabolism 
regulation via CsrA, 1012 
glyoxylate bypass operon, repressor of 
iclR, 321 
GntlI system 
gluconate metabolism, 3260 
gntP gene 
gluconate uptake, 61 
GOGAT (glutamate synthase)-deficient 
mutants 
SpoT and FNR roles in NH4+ assimi- 
lation and osmoregulation, 4105 
GroE chaperonins 
NiFe-hydrogenase anaerobic synthesis, 
4453 
group I capsular K antigen expression 
rol gene, 1895 
gyrA transcription 
cAMP receptor protein, control by, 
3331 
H*/e° stoichiometry 
dimethyl sulfoxide reductase, 6233 
NADH dehydrogenase I, 6233 
heme reporters 
cytochrome biosynthesis, 6338 
heme transport, 6338 
hemolysin 
C-terminal secretion signal, 1232 
HlyA hemolysin 
in vivo activation, 5422 
hlyCABD mRNA 
enhancement of elongation by RfaH, 
1850 
H-NS histone-like protein 
AppY anaerobic and growth phase acti- 
vator repression, 3418 
H-NS protein 
interaction with StpA protein, 4335 
Holliday junction processing 
minireview, 1237 
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RuvABC proteins, 1237 
HPr phosphocarrier protein 
interactions with sugar transferases of 
phospho-transferase system, 1126 
hypochlorous acid stress, 6145 
iclR 
autoregulation, 321 
glyoxylate bypass operon, repressor of, 
321 
iclR activation 
FadR, 4704 
IcIR repressor 
binding site overlaps aceBAK promoter, 
3982 
increased cell size 
experimental rejection cf nonadaptive 
explanation, 5333 
integration host factor mutants 
phage HKO022 Roi protein inhibits 
phage lytic growth, 4077 
intergenic spacer region of rRNA oper- 
ons, 6374 
IS2 transposase, 5652 
KS capsule gene cluster 
region 1, 6466 
Kdp K* uptake system 
methylglyoxal sensitization, 3957 
14 


$10 operon attenuation control, 2383 
lac promoter 
spacer DNA, 2436 
lactose permease 
allosteric regulation, 6082 
LamB membrane protein 
topology, epitope tagging compared 
with X ray, 3447 
LPS O-chain length regulation 
rol gene, 1895 


dad operon direct repressor, 7234 
Lrp levels 
effects of growth rate and nutrition, 
6930 
gltBDF expression, 6904 
MalF 
transmembrane domains 6, 7, and 8, 
mutational analysis of, 2255 
maoB 
positive regulator of maoA, 2941 
Mar mutants 
AcrAB efflux pump, 306 
marRAB multiple antibiotic resistance 
operon 
autoactivation by MarA, 2216 
mecillinam resistance 
AroK protein, loss of a second activity 
of, 3818 
membrane protein insertion 
biotinylation as sensitive indicator, 3049 
menaquinone (vitamin K2) biosynthesis 
evidence against entC involvement, 3252 
mercury resistance operon 
inducer Hg* concentration, 2712 
methylglyoxal sensitization 
Kdp K* uptake system, 3957 
MhpB catechol dioxygenase 
third family of extradiol dioxygenases, 
5249 
mioC 
transcription, initiation of replication, 
and eclipse, 3201 
mod and mog mutants 
molybdenum cofactor biosynthesis, 4310 
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modABCD (molybdate transport) operon 
repression by ModE, 735 
molybdenum cofactor biosynthesis 
mod and mog mutants, 4310 
monoamine regulation 
maoB, 2948 
motA missense mutations 
extragenic suppression, 6116 
motile 
effect of surface composition on gal- 
vanotaxis, 1113 
mpl gene 
cell wall peptidoglycan recycling, 5347 
UDP-N-acetylmuramate:L-alanyl-y-D- 
glutamyl-meso-diaminopimelate 
ligase, 5347 
mRNA processing and fimbrial biogenesis 
pap Operon, mutations in, 683 
mtr and tyrP+3 promoters 
TyrR-mediated activation, 6389 
mucAB or rumAB 
mutagenic properties, 2559 
substitution for umuDC, 2559 
translesion DNA synthesis, 2559 
mukB mutation 
suppression by RNase E polypeptides, 
3917 
murein and phospholipid synthesis coordi- 
nation 
role of precursor translocation, 6766 
mutL, miaA, hfq, and hfiA 
Eo™ promoters, 5719 
mutT 
elevated mutation rate during starva- 
tion, 2709 
mutY gene 
human homolog (AMYH), 3885 
N15 plasmid prophage 
primary immunity region, 2902 
NAD synthesis 
phosphate regulon mutants, new pheno- 
type of, 714 
phosphoribosyl diphosphate synthetase 
independent, 714 
nagC gene 
constitutive expression of a gene within 
an inducible operon, 2629 
narG promoter 
structure modification by IHF and 
NARL-P binding, 3971 
NfsA 
high homology to V. harveyi Frp, 4508 
major nitroreductase, 4508 
NfsB nitroreductase 
conversion to V. fischeri FRase I by a 
single amino acid substitution, 4731 


Na*-induced transcription, 6508 
NiFe-hydrogenases 
Ni-dependent anaerobic biosynthesis, 
4453 
nitroreductase 
NfsA, 4508 
nucleoside diphosphokinase-defective 
strains 
dNTP pools, 4115 
T4 phage infection, 4115 
OmpA 
secondary structure, 6067 
OmpF expression 
H-NS regulation through micF anti- 
sense RNA, 3650 
OmpF mutants, assembly defective 


asmB suppressor locus, 5138 
orotate utilization, 7099 
outer membrane permeability 
polyamines, decrease by, 3715 
outer membrane protein folding 
SurA, assistance by, 1770 
pap operon 
mutations affecting mRNA processing 
and fimbrial biogenesis, 683 
pcsA68 (dinD68) 
cold-sensitive phenotype, 3854 
multicopy suppressors, 3854 
penicillin-binding protein 
folding, 5402 
penicillin-binding proteins 
number per cell, 6110 
phenylalanine-specific permease 
topology, 2650 
PhoE porin 
folded monomeric form, 5320 
phosphate regulon mutants, new pheno- 
type of, 714 
phosphate-specific transport system 
PstB protein, 3974 
phosphorus restriction 
global analysis of proteins synthesized, 
4344 


pKM101 region 
quinolone susceptibility, 5568 
slow growth rate, 5568 
plasmid R1162 
broad host range, 6888 
primase active in conjugal transfer, 6888 
plasmid recombination 
RecBCD pathway, 3840 
plasmid RP4 
entry exclusion, 6720 
polyamines 
outer membrane permeability, decrease 
in, 3715 
polynucleotide phosphate 
bacteriophage P4 immunity, 5513 
Pre mutant multicopy suppressors 
two HtrA (DegP) protease homologs 
(HhoAB), DksA, and truncated 
RIipA, 1154 
PriA DNA replication priming protein 
requirement for homologous recombi- 
nation and double-strand break 
repair, 1258 
primase 
interaction with G4ori.-SSB complex, 
6701 
protein secretion 
biotinylation as sensitive indicator, 3049 
DnaK-DnaJ-GrpE chaperone team, 
3608 
proton-translocating ATPase operon 
transcriptional regulation, 5563 
ProU osmoregulated transport system 
ProW membrane topology, 5370 
proU P1 and P2 promoters 
o®- and o”°-directed transcription, 4176 
ProW 
membrane topology, 5370 
psp operon 
PspF transcriptional activator, 1936 
PspF transcriptional activator 
psp operon, 1936 
PstB protein 
ATPase, 3974 
phosphate-specific transport system, 
3974 
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pyrimidine(6-4)pyrimidone 
photoproduct repair, kinetics of, 1347 
pyrroquinoline quinone 
chemotactic attractant, 1224 
pyruvate kinase (pykF) gene 
catabolite activation, mediation by 
FruR, 280 
radA gene 
same as sms, 5045 
rbn, 7329 
RecsA protein, second 
colanic acid capsular polysaccharide 
gene regulator, 5053 
RecA 
in vivo stability of Umu mutagenesis 
proteins, 3550 
RecA genes 
evolutionary conservation, 1881 
RecBCD pathway 
plasmid recombination, 3840 
RecF protein 
preferential binding to gapped DNA in 
the presence of adenosine (y-thio) 
triphosphate, 184 
RecG and PriA helicases 
modulation of recombination and DNA 
repair, 6782 
rec] gene 
role in UV-induced illegitimate recom- 
bination at the hotspot, 2362 
respiratory pathway genes 
aerobic and anaerobic, 1094 
microaerophilic growth conditions, ef- 
fect of, 1094 
retron-Ecl107 
ppGpp, regulatory role of, 4438 
starvation-induced expression, 4438 
ribose catabolism 
rpiB gene, 1003 
rpiR gene, 1003 
ribozyme degradation 
RNases involved, 1640 
RNA polymerase 
metE core promoter, 6810 
RNA polymerase A o® subunit 
posttranscriptional osmotic regulation, 


RNA polymerase sigma subunit synthesis 
intracellular levels of four species, 


RNA polymerases 
recessive-lethal mutants, 5263 
RNase E polypeptides 
mukB mutation, suppression of, 3917 
Rob protein 
superoxide and MAR regulon promoter 
activation, 2507 
rol gene, 1895 
LPS O-chain length regulation, 1895 
group I capsular K antigen expressicn, 
1895 


rpiB and rpiR genes 
ribose catabolism, 1003 
rpoC397 mutation, 6991 
RpoS-dependent functions 
induction in glucose-limited culture, 
1465 
rpoS-dependent genes 
-35 region sequences, 2785 
, promotion of transcription by, 
2785 
RuvABC proteins 
Holliday junction processing, 1237 
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minireview, 1237 
$10 operon 
L4-mediated attenuation control, 2383 
sanA amplification 
vancomycin-sensitive defect, abolition 
of, 94 
sdiA 
cell division gene activator, 2742 
extracellular factor, regulation by, 2742 
SecA protein 
site-specific proteolysis, 2986 
SecB 
ribose-binding protein signal sequence 
mutant export, 5954 
SecB production 
impaired chaperone or secretion func- 
tion, 6097 
o°4-dependent activator FhlA 
nucleotide concentration determines 
transcription activation, 199 
o® starvation sigma factor 
ClpXP protease, regulation by, 470 
signal peptides 
competition, 6658 
single-stranded DNA-binding protein 
enhancement of CTG triplet repeat sta- 
bility, 5042 
sms gene 
same as radA, 5045 
sodC 
_copper-zinc superoxide dismutase, 2564 
SOS mutagenesis proteins 
in vivo protein-protein interactions, 
2580 
spacer DNA 
lac promoter and cAMP receptor pro- 
tein binding site, 2436 
SpoT and FNR 
GOGAT (glutamate synthase)-deficient 
mutants, 4105 
starvation 
proteins synthesized during recovery, 


stationary phase, induction of 
nutrient limitation, 1465 
stationary phase survival 
inorganic polyphosphate, 1394 
StpA protein 
interaction with H-NS protein, 4335 
succinyl-coenzyme A synthetase regulation 
novel mechanisms, 2883 
sulfate starvation-regulated genes 
gene cluster involved in taurine utiliza- 
tion, 5438 
superoxide and MAR regulon promoter 
activation 
Rob protein, 2507 
taurine utilization 
gene cluster, 5438 
thiol peroxidase, 5610 
thymidylate kinase 
tmk locus, 2804 
tmk locus 
thymidylate kinase, 2804 
Tn2/ integrase (Int21) 
chromosomal gene integration, 894 
TolC 
Mar/AcrAB efflux pump, 5803 
tolZ gene 
identification as ftsH gene, 3457 
TonB-ExbB-ExbD interaction 
energy-coupled transport across the 
outer membrane, 2826 


TrbK lipoproteiin 
plasmid RP4 entry exclusion, 6720 
trehalase 
cytoplasmic, 6250 
Trg chemoreceptor 
transmembrane segment, mutational 
analysis of, 4651 
trimethylamine N-oxide reductase gene 
induction 
periplasmic TorT protein requirement, 
1219 
tryptophanase operon expression 
polypeptide release factor 3, effect of, 
3755 
TyrR regulatory system 
activation function, 1120 
udp promoter 
CRP-CytR interactions, 1614 
UDP-N-acetylmuramate:L-alanyl-y-D-glu- 
tamyl-meso-diaminopimelate ligase 
cell wall peptidoglycan recycling, 5347 
mpl gene, 5347 
UDP-N-acetylmuramyl:L-alanine ligase 
overexpression, purification, and char- 
acterization, 906 
Umu mutagenesis proteins 
in vivo stability, 3550 
RecA, 3550 
UmuD 
amino acids 30 to 42, 7295 
interactions with activated RecA, 7285 
UmuD covalent dimers 
inhibition of RecA-mediated cleavage, 
7304 
umuDC 
substitution with mucAB or rumAB, 
2559 
UmuDC-mediated cold sensitivity 
genetic requirements distinct from 
those for SOS mutagenesis, 4400 
UspA universal stress protein 
effects of overproduction, 927 
UVM response 
mismatch repair, 6651 
vancomycin-sensitive defect, abolition of 
sanA amplification, 94 
vsr Overexpression 
mutagenicity, 4294 
wall fabric 
B. subtilis, comparison with, 768 
permeability, 768 
Escherichia coli B 
tyrT locus, 2469 
Escherichia coli K1 
kpsF gene 
first region 1 gene in kps locus, 3212 
polysialic acid biosynthesis, 3212 
thermoregulation, 3212 
polysialic acid biosynthesis 
kpsF gene, 3212 
Escherichia coli K-12 
3-phosphoglycerate dehydrogenase 
a-ketoglutarate reductase activity, 232 
serA encoded, 232 
capsule synthesis 
osmotic shock, induction by, 1204 
colanic acid 
gene cluster, 4885 
colanic acid polysaccharide biosynthetic 
genes 
promoter region, 4273 
fusion of separated nucleoids 
chloramphenicol, 4289 
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galactofuranose biosynthesis 
UDP-galactopyranose mutase, 1047 
general secretory pathway (gsp) operon, 
cryptic 
functional proteins, 3544 
hmp (flavohemoglobin) gene expression 
nitric oxide, nitrite, and Fnr regulation, 
5487 
MutS and MutH 
depletion in stationary-phase cells, 2388 
methyl-directed mismatch repair pro- 
teins, 2388 
OmpC mutants 
assembly defect, 1213 
phage C1 resistance 
genetic control, 5309 
pyridoxal 5'-phosphate coenzyme biosyn- 
thesis 
PdxH oxidase requirement, 2445 
pdxJ point mutation, 2445 
recA mutants, new 
genetic characteristics, 2018 
tol-pal region 
ORF downstream of pal encoding a 
periplasmic protein, 4031 
tolR, translational control of, 4031 
tolR, translational control of 
TolQ, 4031 


Escherichia coli ML30 


growth kinetics, temperature dependent 
glucose-limited culture, 4530 


Escherichia coli O04 


O antigen polymerase (rfc) gene 
identification by insertional mutagene- 
sis, 240 


Escherichia coli O8 and O9 strains 


K lipopolysaccharide chain length 
Wzz (Cld) protein, 1903 
Wzz (Cld) protein 
K lipopolysaccharide chain length, 1903 


Escherichia coli W 


4-hydroxyphenylacetate catabolic pathway 
mobile aromatic degradative cluster, 
111 


Escherichia coli-Streptomyces lividans mating 


RP4 plasmid 
Tra2 core, 6378 
Eo* promoters. 
E. coli, 5719 
EspC 
E. coli 
enteropathogenic, 6546 
Esterase, extracellular 
S. diastatochromogenes 
biochemical and molecular character- 
ization, 1858 
Ethanol transport 
Z. mobilis 
measurement by in vivo nuclear mag- 
netic resonance spin transfer, 1756 
Ethylbenzene oxidation 
anaerobic, 5755 
denitrifying bacterium 
strain EB1, 5755 


Eubacterium sp. strain VPI 12708 


bile acid transporter gene, 7053 
Exochelins 
M. avium, 6394 
Exoenzyme S 
P. aeruginosa 
53- and 49-kilodalton forms, 1412 
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P. aeruginosa 
Xcp proteins, membrane topology of 
three, 4297 
Extracellular nuclease 
S. marcescens 
two-step secretion, 3771 
Extracellular toxin production 
C. perfringens 
virR/virS locus, regulation by, 2514 
Extradiol dioxygenases 
evolutionary relationships, 5930 


F,F, H*-ATPase 
S. pneumoniae 
proteolipid subunit inhibition by qui- 
nine, 2455 
F pilin 
E. coli 
maturation, role of propilin leader pep- 
tide in, 3748 
F plasmid 
redundant homosexual transfer 
selection-induced reversion of plasmid 
mutations, 3037 
fabA6(Ts) mutation suppressor 
E. coli 
increased unsaturated fatty acid produc- 
tion, 5382 
fabG, acpP, and fabF 
V. 


fatty acid biosynthesis genes, 571 
FadR 
E. coli 
iclR activation, 4704 
FadR regulator 
E. coli, 6443 
Fatty acid biosynthesis genes 


harveyi 
fabG, acpP, and fabF, 571 
Fatty acid biosynthetic genes 
E. coli 
transcriptional analysis, 3614 
Fatty acid composition 
E. coli 
modification by coexpression of plant 
acyl-acyl carrier protein desaturase 
and ferredoxin, 936 
Fatty acids 
Thermus spp., 6479 
fofA gene 
S. aurantiaca fruiting body formation, 6706 
fbpA promoter 
N. gonorrhoeae 
Fur binding to operator sequences, 
5020 
fbpABC locus 
N. gonorrhoeae 
periplasm-to-cytosol transport of iron, 
2145 


JegA gene 
B. japonicum, 7265 
Ferric rhizoferrin uptake 
M. morganii 
genes involved, 496 
polyhydroxycarboxylate siderophore, 
496 


Ferrichrysobactin receptor gene 
E. chrysanthemi 
homology with hydroxamate receptors, 
1227 
resemblance to E. coli fepA-fes region, 
1227 


E. coli 
nucleotide concentration determines 
transcription activation, 199 
o°*-dependent activator, 199 
FhuA channel 
E. coli, 6913 
Fibrils 
H. influenzae type b 
genetic locus, 6281 
surface, 6281 
Filamentous hemagglutinin 
B. pertussis 
roles of N-terminal and C-terminal pre- 
cursor domains, 1053 
Filamentous phage f1 
assembly-export 
role of SDS-resistant protein IV multi- 
mer, 1962 
FimA expression 
S. typhimurium 
fimbrial phase variation, 542 
Fimbrial phase variation 
S. typhimurium 
FimA expression, 542 
Fimbriation 
P. gingivalis 
Arg-gingipain, 2818 
arginine-specific cysteine proteinase, 
2818 


Fis binding 
dnaA operon promoter region, 6006 
FIS transcriptional activator 
E. coli 
positive control mutant, 5182 
FK506 and FK520 immunosuppressant bio- 
synthesis 
Streptomyces spp. 
methyltransferase and hydroxylase 
genes, 5243 
fksA gene 
A. nidulans 
1,3-B-glucan synthesis, 4381 
fla operon 
T. phagedenis and T. pallidum 
organization, transcription, and expres- 
sion, 4628 
flaD (sinR) mutations 
B. subtilis 
SigD-dependent functions, 6640 
Flagella and flagellin proteins, isolation of 
S. shibatae, 902 
T. volcanium, 902 
Flagellar assembly 
C. crescentus 
basal body P-ring null mutation, 675 
L-ring protein stability, 675 
Flagellar motor 
E. coli 
FliG and FIiM, interaction between, 
1289 
torque generation, 223 
Flagellar regulon regulator 
E. coli 
fthD, 668 
Flagellin A 
V. anguillarum 
need for virulence, 1310 
Flagellin of lateral flagella 
A. brasilense Sp7 
gene, 5017 


Flagellin synthesis 
B. subtilis 
effect of mecA and mecB (clpC) muta- 
tions, 4861 
Flavin oxidoreductase 
V. harveyi, 508 
Frp, 4508 
Flavohemoglobin gene 
B. subtilis 
oxygen-controlled regulation, 3803 
figE mutant 
T. denticola 
gene inactivation, 3664 


S. typhimurium 
outer membrane L ring of the flagellar 
basal body, 4200 
physiological and biochemical analyses, 
4200 
FigM 
B. subtilis 
o?-dependent gene expression, role in, 
3113 
B. subtilis sinR mutant, 7010 
S. typhimurium 
flagellum-specific anti-sigma factor, 899 
negative regulation by FliD, FliS, and 
FIiT, 899 
o” activity, 7010 
figM mutant 
S. typhimurium 
attenuated phenotype, 2911 
FIiC flagellin expression, 2911 
flhD 
E. coli 
effect on cell division, 668 
flagellar regulon regulator, 668 
fthD master operon 
S. liquefaciens 
swarm cells, differentiation into, 554 
fliAZY operon 
E. coli, 24 
FliG 
E. coli 
flagellar motor torque generation, 223 
FliG and distribution 
S. typhimurium 
cell and flagellar basal bodies, 258 
FIiK flagellar hook length control protein 
E. coli and S. typhimurium 
characterization, 2954 
fliK and 
S. typhimurium 
mutations affecting flagellar hook and 
filament assembly, 2960 
F-like plasmids F, R100-1, and ColB2 
traLEKBP 
TraP protein, 3194 
FIiM flagellar switch protein 
S. typhimurium, 7069 
FliM-FIiN flagellar switch fusion mutant 
S. typhimurium, 4582 
FLOII gene 
cell surface flocculin, 7144 
S. cerevisiae, 7144 
Fluoroquinolone resistance 
S. pneumoniae 
parC and parE genes, 4060 
fnr activation upon oxygen limitation 
B. subtilis 
ResD-ResE, 3796 
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FNR-dependent gene regulation 
E. coli 
O, as regulatory signal, 4515 
Forespores, developing 
Bacillus species 
3-phosphoglyceric acid accumulation, 
2204 
decrease in pH, 2204 
Formaldehyde dehydrogenase 
R. sphaeroides 
glutathione dependent, 1386 
S-Formylglutathione hydrolase 
P. denitrificans, 6296 
F-pilin subunit membrane insertion 
E. coli 
requirement for leader peptidase B ana 
proton motive force, 3742 
F-plasmid traY promoter activity 
traY amber mutations, 5787 
fptA ferropyochelin receptor gene 
P. aeruginosa 
PchR, regulation by, 2586 
FRase I major flavin reductase 
V. fischeri 
conversion to E. coli NfsB by a single 
amino acid substitution, 4731 


V. harveyi 
flavin oxidoreductase, 4508 
high homology to E. coli NfsA, 4508 
Fructose-1,6-bisphosphate 
S. cerevisiae 
selective advantage of regulatory char- 
acteristics, 1809 
FruR 
E. coli 


pykF catabolite activation, mediation of, 
280 


fts mutants 
E. coli 
FtsZ ring formation, 3877 
FtsA 
E. coli, 7167 
septum localization, 7167 
ftsH gene 
H. pylori, 6151 
ftsH mutant phenotype suppression 
E. coli 
overproduction of molecular chaper- 
ones, 1141 
FtsN essential cell division protein 
E. coli 
topological characterization, 1328 
cell division gene 
5. coelicolor A3{2} 
requirement for efficient sporulation 
but not growth and viability, 5295 


E. coli 
interaciicn with ce? division inhibitors, 
508% 
fisZ gene 
E. coli 
inhibition by defective prophage Rac kil 
gene, 5100 
M. pulmonis, 2314 
ftsZ homolog 
H. salinarium 
evolution of FtsZ and tubulin, 1320 
FtsZ ring formation 
E. coli 
fts mutants, 3877 


Fumarate 
effect on chemotaxis, 6882 
Fur 
S. typhimurium 
acid tolerance response, 5683 
iron acquisition, 5683 
fur mutant 
N. gonorrhoeae 
isolation and analysis, 4224 
Fur mutants 
P. aeruginosa 
altered aerobic growth, 3996 
decreased superoxide dismutase and 
catalase activities, 3996 
defective siderophore-mediated iron 
uptake, 3996 
Fv antibody 
S. carnosus and S. xylosus 
surface display of functional single 
chain, 1341 


Galactofuranose biosynthesis 
E. coli K-12 
UDP-galactopyranose mutase, 1047 
Galactosyl-1-phosphate transferase 
S. enterica 
WbaP C-terminal half, 2598 
galE gene and homologs 
Y. enterocolitica, 5916 
y5 resolution system 
S. typhimurium 
surveying a supercoil domain, 2825 
y-Glutamyltranspeptidase gene 
B. subtilis 
identification, sequence, and expression, 
4319 
GAP1 activation 
S. cerevisiae 
GLn3p and Nillp use the same 
GATAAG sites, 2465 


gap-pgk operon 
X. flavus 


3-phosphoglycerate kinase, 881 
glyceraldehyde-3-phosphate dehydroge- 
nase, 881 
induction requires CbbR, 881 
genes 
E. coli, 6790 
galactitol transport and metabolism, 6790 
GATA factor Gin3p 
S. cerevisiae 
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tor, 4734 
gbsAB genes 
B. subtilis 
glycine betaine synthesis, 5121 
GDP-mannose dehydrogenase gene 
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GDP-mannose:cellobiosyl-diphosphopoly- 
prenol a-mannosyltransferase gene 
A. xylinum, 4814 
Gene transfer 
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techniques, 583 
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GFAI gene 
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glutamine:fructose-6-phosphate amido- 
transferase, 2320 
Glaucocystophyte algae 
cyanelle peptidoglycan 
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GIbN (cyanoglobin) 
Nostoc spp., 6587 
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gic regulator protein, 2051 
glycolate oxidase subunit genes, 2051 
Gin3p 
S. cerevisiae 
UASwrr binding and transcriptional 
activation, 3470 
ginRA operon 
B. subtilis 
autogenous regulation, 2450 
glpD gene 
E. coli, 7090 
negative control of transcription, 7090 
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P. aeruginosa 
glycerol metabolism, 5215 
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glucose transport activity, 6064 
61,6-Glucan assembly 
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CWH41 novel ER membrane N-glyco- 
protein, 1162 
Glucan synthesis 
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1,3-8-Glucan synthesis 
A. nidulans 
fksA gene, 4381 
Glucan-binding proteins, multiple 
S. sobrinus, 1572 
Glucans, cell-associated 
B. solanacearum and X. campestris pv. citri 
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Gluconate metabolism 
E. coli 
GntlI system, 3260 
Gluconate uptake 
E. coli 
gutP gene, 61 
Gincose-6-phosphate dehydrogenase 
M. smegmatis 
novel, coenzyme F 4, dependent, 2861 
Glucose and citrate and products 
L. plantarum 
double-knockout strain, 7311 
Glucose permease 
E. coli 
sabstrate specificity, mutation that al- 
ters, 940 
Glucose repression 
S. cerevisiae 
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requirements, 4721 
Glucose sensing and signalling 
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Glutamate dehydrogenase 
B. thetaiotaomicron, 7212 
NAD(P)H utilizing, 7212 
Glutamine:fructose-6-phosphate amidotrans- 
ferase 
C. albicans 
GFAI gene, 2320 
Glutamyl-tRNA reductase (hemA) gene 
E. coli 
arcA gene product, 638 
P1 promoter, 638 


arcA gene product, 638 
P1 promoter, 638 
Glutathione 
defense against chlorine compounds, 2131 


sn-Glycerol 3-phosphate regulon 
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repressor, 7080 
Glycerol kinase 
E. coli 
regulatory mutant, 2846 
Glycerol metabolism 
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gipR repressor gene, 5215 
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gbsAB genes, characterization of, 5121 
Glycine betaine transport 
L. monocytogenes membrane vesicles 
sodium driven, osmotically activated, 
6105 
Glycine betaine transport system 
C. glutamicum 


betP gene, 5229 
Glycogen catabolism 
E. coli 


Glycopeptide resistance 
S. haemolyticus 


peptidoglycan synthesis and structure, 
4696 
Glyoxylate bypass operon, repressor of 
E. coli 


iclR, 321 
gmhA (IpcA) gene 
H. influenzae 


lipooligosaccharide biosynthesis, re- 
quirement for, 3339 

phosphoheptose isomerase, 3339 

gnt operon expression 
B. subtilis 

catabolite repression resistance, 5480 

HPr phosphocarrier protein mutation, 
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GntlI system 
E. coli’ 
gluconate metabolism, 3260 
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SpoT and FNR roles in NH4+ assimi- 
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gpxA gene interruption 
N. meningitidis 
increase in sensitivity to paraquat, 4301 
GroE chaperonins 
E. coli 
NiFe-hydrogenase anaerobic synthesis, 
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groESL operon 
A. tumefaciens 
heat shock activation, 3634 
regulatory roles of inverted repeat, 3634 
Group I capsular K antigen expression 
E. coli 
rol gene, 1895 
Group II intron 
lactococci 
pRSO1 conjugative transfer, 3531 
Growth kinetics, temperature dependent 
E. coli ML30 
glucose-limited culture, 4530 
grpE chaperone 
C. crescentus, 1829 
Guanosine pentaphosphate synthetase 
S. antibioticus 
polynucleotide phosphorylase, 4281 
gum operon 
X. campestris pv. campestris 
xanthan polysaccharide biosynthesis, 
4313 
gvpACNO operon 
H. salinarium 
functional studies, 2071 
GvpC protein 
H. salinarium 
gas vesicles, shaping of, 2071 
GvpD and GvpE gas vesicle proteins 
H. salinarium PHH4 
differential synthesis, 4012 
gyrA transcription 
E. coli 
cAMP receptor protein, control by, 
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H1 homolog 
B. pertussis 
DNA binding alters DNA flexibility in 
vitro, 2982 
H*/e’ stoichiometry 
E. coli 
dimethyl! sulfoxide reductase, 6233 
NADH dehydrogenase I, 6233 
Haemophilus ducreyi 
lipooligosaccharides 
high sialylation, 564 
pili, fine tangled 
novel class of pili, 808 
Haemophilus influenzae 
competence development, 6366 
gmhA (|pcA) gene 
lipooligosaccharide biosynthesis, re- 
quirement for, 3339 
phosphoheptose isomerase, 3339 
169 phenotype 
altered lipopolysaccharide, 396 
isn gene mutations, 396 
lipooligosaccharide biosynthesis 
gmhA (IpcA) gene, 3339 
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Haemophilus influenzae biogroup aegyptius 
pilus gene complexes 
duplication, 6564 
Heemophilus influenzae type b 
surface fibrils 
genetic locus, 6281 
Halobacterium halobium 
bop promoter 
genetic and topological analysis, 840, 
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stimulation by DNA supercoiling and 
non-B-DNA structure, 840, 840 
Halobacterium salinarium 
arcRACB gene cluster 
fermentative arginine degradation, 4942 
bacteriorhodopsin-dependent photore- 
sponse 
Aw-mediated signalling, 3008 
Aw-mediated signalling 
bacteriorhodopsin-dependent photore- 
sponse, 3008 
homolog 
evolution of FtsZ and tubulin, 1320 
gvpACNO operon 
functional studies, 2071 
GvpC protein 
gas vesicles, shaping of, 2071 
Halobacterium salinarium GRB 
comparative genomic analysis 
H. volcanii DS2, 3860 
Halobacterium salinarium PHH4 
GvpD and GvpE gas vesicle proteins 
differential synthesis, 4012 
Haloferax volcanii 
3-hydroxy-3-methylglutaryl-coenzyme A 
reductase 
purification, characterization, and ex- 
pression in E. coli, 19 
dihydrolipoamide dehydrogenase 
homologous overexpression of the 
cloned gene, 3044 
salinity 
differentially transcribed genome re- 
gions, 309 
Haloferax volcanii DS2 
comparative genomic analysis 
H. salinarium GRB, 3860 
Halomonas elongata 
osmoprotectants, 7221 
Halophilic archaea 
ribosomal protein gene expression 
conserved sequence elements, 4737 
Halotolerant mutant 
S. cerevisiae, 2978 
Halovibrin 
V. fischeri 
ADP-ribosyltransferases, new class of, 
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hanA gene 
Anabaena sp. strain PCC 7120 
cyanophage A-4(L) sensitivity, 3572 
heterocyst differentiation, 3572 
HU protein, 3572 
Hansenula polymorpha DL-1 
autonomously replicating sequence 
multiple integration, 4420 
Haptens, native 
B. abortus and B. melitensis 
LPS-independent O polysaccharide, 
1070 
Harpin secretion 
E. amylovora 
type III pathway, 1720 
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Glycerol utilization 
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glucose control, 2846 
Glycine betaine 
B. subtilis 
OpuD, 5071 
three transport systems, 5071 
Glycine betaine synthesis 
B. subtilis 
regulation via CsrA, 1012 
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Hcl histone H1-like protein 
C. trachomatis 
C-terminal nucleic acid-binding domain, 
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potential N-terminal dimerization site, 
994 
Heat shock operon 
C. crescentus 
hrcA-grpE, 1829 
Heat shock o** homolog 
C. crescentus 
regulation, 1919 
Helicases 
E. coli 
modulation of recombination and DNA 
repair, 6782 
Helicobacter pylori 
catalase, 6960 
catalase-deficient mutant, 6960 
ftsH, 6151 
isocitrate lyase activity 
correlation with metronidazole resis- 
tance, 4822 
metronidazole-sensitive and -resistant 
strains 
metabolic activities, 4822 
population genetic analysis 
extensive allelic diversity, 3934 
recombinational population structure, 


pyruvate oxidoreductase repression 
correlation with metronidazole resis- 
tance, 4822 
Helicobacter spp. 
lipid profile 
cholesteryl glucoside, presence of, 2065 
hemA expression 
R. sphaeroides 2.4.1 
regulation through alterations in cellu- 
lar redox state, 985 
HemA-LacZ hybrid protein 
S. typhimurium 
stabilization against proteolysis, 2462 
Heme reporters 
E. coli 
cytochrome biosynthesis, 6338 
heme transport, 6338 
Heme synthesis 
rhizobium-legume symbiosis 
bacterial and eukaryotic pigments, 2471 
minireview, 2471 
Hemolysin 
E. coli 
C-terminal secretion signal, 1232 
Heterocyst development 
Nostoc sp. strain ATCC 29133 
devR gene, 2037 
Heterocyst differentiation 
Anabaena sp. strain PCC 7120 
hanA gene, 3572 
y-Hexachlorocyclohexane-degrading bacte- 
rium 
novel 
isolation and characterization, 6049 
HGTI1 gene 
K. lactis 
glucose uptake, 5860 
“High-pathogenicity island” 
Y. enterocolitica, 6743 
Histone H1 homolog 
C. burnetii 
developmental stage specific, 5049 


HKRI1 
S. cerevisiae 
budding pattern, 477 
cell wall B-glucan synthesis, 477 
HlyA hemolysin 
E. coli 
in vivo activation, 5422 
hlyCABD mRNA 
E. coli 
enhancement of elongation by RfaH, 
1850 
HmbR outer membrane receptors 
Neisseria spp., pathogenic, 4670 
hmp (flavohemoglobin) gene expression 
E. coli K-12 
nitric oxide, nitrite, and Fnr regulation, 
5487 
hMYH human gene 
E. coli mutY homolog 
repair of oxidative DNA damage, 3885 
H-NS histone-like protein 
E. coli 
AppY anaerobic and growth phase acti- 
vator repression, 3418 
H-NS protein 
E. coli 
interaction with StpA protein, 4335 
HOGI gene 
C. albicans 
glycerol accumulation, 5850 
hok/sok killer locus 
plasmid R1 
exclusion of T4 phage, 2044 
Holl 
S. cerevisiae, 7197 
Holliday junction processing 
E. coli 
minireview, 1237 
RuvABC proteins, 1237 
Homoserine lactone-mediated prokaryotic 
signalling 
eukaryotic interference, 6618 
Host factor I 
S. typhimurium 
RNA-binding protein encoded by hfq 
gene, 3763 
hoxW gene product 
A. eutrophus 
cytoplasmic NAD-reducing hydroge- 
nase, 2368 
HPr 
B. subtilis, 7014 
catabolite repression of a-amylase, 7014 
HPr phosphocarrier protein 
E. coli 
interactions with sugar transferases of 
phospho-transferase system, 1126 
HPr phosphocarrier protein mutation 
B. subtilis 
catabolite repression of gnt operon, 
5480 
hrcA 
B. subtilis 
first gene of dnaK operon, 1088 
negative regulator of class I heat shock 
genes, 1088 
C. crescentus 
heat-inducible transcription, negative 
regulation of, 1829 
hrp cluster 
X. campestris pv. vesicatoria 
HrpXv, activation of five of six loci by, 
3462 


SUBJECT INDEX xxix 


Hrp regulation and secretion system 
P. syringae, 6399 
HrpA1 protein 
X. campestris pv. vesicatoria 
pathogenicity and induction of hyper- 
sensitive reaction, 1061 
HrpXv 


X. campestris pv. vesicatoria 
activation of five of six hrp loci, 3462 
AraC-type regulator, 3462 
hsp18 gene expression 
S. albus, 7031 
Hsp70 family proteins 
S. cerevisiae 
cell wall, 4724 
HtrI transducer 
sensory rhodopsin I interaction sites 
deletion mapping, 6475 
HU protein, heterodimeric 
S. marcescens, 293 
Human 2-hydroxyglutaric aciduria 
E. coli K-12 3-phosphoglycerate dehydro- 
genase 
a-ketoglutarate reductase activity, 
novel, 232 
Human gene (hMYH) 
E. coli mutY homolog 
repair of oxidative DNA damage, 3885 
hut operon 
B. subtilis 
CodY role in regulation, 3779 
hydA hydrogenase gene, putative 
C. acetobutylicum ATCC 824, 2668 
Hydrogenase 
R. rubrum 
CO induced, 6200 
coding region, 6200 
Hydrogenase synthesis 
R. capsulatus 
hupTUV operon, negative control by, 
5174 


Hydrogenobacter thermophilus TK-6 
2-oxoglutarate:ferredoxin oxidoreductase 
purification and characterization, 3365 
Hydroxylamine oxidoreductase 
N. europaea 
mutagenesis by transformation and re- 
combination, 3710 
3-Hydroxy-3-methylglutaryl-coenzyme A re- 
ductase 
H. volcanii 
purification, characterization, and ex- 
pression in E. coli, 19 
4-Hydroxyphenylacetate catabolic pathway 
E. coli W 
mobile aromatic degradative cluster, 
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Hypochlorous acid stress 
E. coli, 6145 
HYRI gene 
C. albicans 
activation in response to hyphal devel- 
opment, 5353 
member of gene family encoding cell 
wall proteins, 5353 
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H. influenzae 
altered lipopolysaccharide, 396 
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binding site overlaps aceBAK promoter, 
3982 
idi gene 
R. 


isopentenyl diphosphate isomerase 
gene, 619 
photosynthesis gene cluster, 619 
ilv-leu operon 
B. subtilis 
leucine-dependent regulation, 2150 
IncN plasmid 
pKMi101 
conjugal mating pore gene regulation, 
4392 


insE open reading frame 
IS] 
not required for cointegrate formation, 
2420 

Integration host factor 

P. putida, 6319 
Integrons In0, In2, and InS 

defective transposon derivatives, 4429 
Intermediate layer 

D. radiodurans 


atomic force microscopy, 3025 
conformational change, 3025 
IntP protein 
M. xanthus 
bacteriophage Mx8 integration into 
chromosome, 4004 
Intracellular solute pools 
L. plantarum 
osmotic regulation, 575 
Iron uptake 
A. brasilense 
lon gene, 3440 
A. eutrophus CH34 
siderophore mediated, 5499 
IS] 
insE open reading frame 
not required for cointegrate formation, 
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N. 
distribution in strains, 2527 
site-specific insertion, 2527 
isn gene mutations 
H. influenzae 
altered lipopolysaccharide, 396 
169 phenotype, 396 
Isochorismate synthase 
B. subtilis 
2,3-dihydrobenzoate synthesis, 854 
duplicate genes, 854 
menaquinone synthesis, 854 
Isocitrate lyase activity 
H. pylori 
correlation with metronidazole resis- 
tance, 4822 
Isopentenyl diphosphate isomerase gene 
R. capsulatus 


idi gene, 619 
photosynthesis gene cluster, 619 


3-Isopropylmalate dehydrogenase 
T. thermophilus 
spontaneous tandem sequence duplica- 
tions, 6300 
stabilization by suppressor mutation 
method, 723 
thermal stability, 6300 
Iup proteins 
Vibrio sp. strain $14 
long-term carbon starvation, 817 


KS capsule gene cluster 
E. coli, 6466 
region 1, 6466 
K lipopolysaccharide chain length 
E. coli 08 and O9 strains 
Wzz (Cid) protein, 1903 
katA gene 
R. meliloti, 6802 
Kdp K* uptake system 
E. coli 
methylglyoxal sensitization, 3957 
2-Ketoglutarate oxidoreductase 
T. litoralis, 5890 
2-Ketoisovalerate ferredoxin oxidoreductase 
Archaea, hyperthermophilic 
peptide fermentation, 780 
P. furiosus 
molecular and phylogenetic character- 
ization, 248 
3-Ketosteroid-A4(5a)-dehydrogenase 
C. testosteroni 
gene and protein characterization, 3322 
KinB pathway to sporulation 
B. subtilis 
membrane protein involved in activa- 
tion, 1178 
Klebsiella aerogenes 
UreD-UreF urease apoprotein complexes 
purification and activation properties, 
5417 
UreE urease accessory protein 
histidine-rich carboxyl terminus trunca- 
tion, 5410 
Klebsiella pneumoniae 
NifA inhibition by NifL 
iron requirement, 4679 
NifL and NifA, 6817 
nifT gene expression 
perturbation has little effect on nitrogen 
fixation, 2975 
serotype O8 lipopolysaccharide 
core oligosaccharide structure, 1731 
Klebsiella pneumoniae NCTR 1 
thermostable amidase 
characterization, 2397 
Klebsiella species 
D-galactan O antigens 
rfb gene clusters involved in expression, 
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Kluyveromyces lactis 
glucose uptake 
HGT1, 5860 
kpsF gene 
E. coli K1 
first region 1 gene in kps locus, 3212 
polysialic acid biosynthesis, 3212 
thermoregulation, 3212 
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lac promoter 
E. coli 
spacer DNA, 2436 
B-Lactamase 
S. aureus 
structure-function relationships, 7248 
wild-type variants, 7248 
Lactobacillus acidophilus 
S-layer protein gene expression site 
two consensus promoter sequences, 
5388 
Lactobacillus brevis 
Embden-Meyerhof glycolytic pathway 
evidence for, 314 
phosphotransferase system 
anaerobically induced, 314 
fructose specific, 314 
phosphoenolpyruvate dependent, 314 
Lactobacillus bulgaricus 
asparagine synthetase and asparaginyl- 
tRNA synthetase 
coregulation by transcription antitermi- 
nation, 2459 
Lactobacillus casei 
D-alanyl carrier protein 
dltC, 3869 
dltC 
D-alanyl carrier protein, 3869 
Lactobacillus delbrueckii subsp. bulgaricus 
phosphofructokinase and pyruvate kinase 
genes 
operon, 4727 
prtB gene 
new cell surface proteinase, 3059 
Lactobacillus helveticus CNRZ32 
dipeptidase A (pepDA) gene 
sequencing, distribution, and inactiva- 
tion, 701 
Lactobacillus plantarum 
intracellular solute pools 
osmotic regulation, 575 
ldhL-ldhD double-knockout strain 
glucose and citrate end products, 7311 
peptidoglycan precursor synthesis 
Idh gene knockout, 5431 
Lactobacillus plantarum C11 
bacteriocin production 
pln locus, 4472 
Lactobacillus sake 
bacteriocin production 
induction by secreted peptide, 2232 
Lactococci 
group II intron 
pRSO1 conjugative transfer, 3531 
insertional mutagenesis, efficient, 931 
pRSO1 conjugative transfer 
group II intron, 3531 
Lactococcin G 
bacteriocin, two component 
potassium ion conducting, 600 
Lactococcus lactis 
bacteriocin transport 
LenD topology, 1766 
multiple-peptidase mutants 
ability to grow in milk, impairment in, 
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nisin gene cluster 
promoters, functional analysis of, 3434 
phage 
late-expressed region, 6158 
pyrimidine biosynthesis 
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pyrimidine biosynthesis, 5005 
pyrKDDF operon 
pyrK gene, 5005 
sequence analysis and identification, 
5005 
sugar uptake 
PTS systems, 3557 
regulation, 3557 
Lactococcus lactis MG1614 
threonine biosynthetic genes 
cloning and transcriptional analysis, 
3689 
Lactococcus lactis SK11 
proteinase production 
prtP and prtM transcriptional control, 
1525 
prtP and prtM transcriptional control 
proteinase production, 1525 
Lactoferrin receptors 
genes, 7326 
Lactose permease 
E. coli 
allosteric regulation, 6082 
LacZ reporter system 
B. subtilis 
vancomycin inducible, 6305 
lafl gene 
A. brasilense Sp7 
flagellin of lateral flagella, 5017 
LamB membrane protein 
E. coli 
topology, epitope tagging compared 
with X ray, 3447 
Large ribosomal subunit 
thermophilic archaea 
antibiotic sensitivity, 3396 
LasA protease 
P. aeruginosa, 6608 
substitution at His-120, 6608 
Idh gene knockout 
L. plantarum 
peptidoglycan precursor synthesis, 5431 
Lectins 
P. cornucopiae, 5692 
Legionella pneumophila 
periplasmic copper-zinc superoxide dis- 
mutase 
stationary-phase survival, role in, 1578 
Leptospiraceae 
structural analysis, 6539 
Leucine responsive regulatory protein (Lrp) 
S. typhimurium 
D-histidine utilization, control of, 327 
Leuconostoc mesenteroides 
citrate metabolic pathway, 6209 
citrolactic fermentation 
proton motive force generation, 2178 
proton motive force generation 
citrolactic fermentation, 2178 
Leuconostoc oenos 
L-malate fermentation 
proton motive force, 3127 
Leuconostoc oenos (Oenococcus oeni) 
malolactic fermentation pathway 
in vitro reassembly, 5537 
Levanase operon 
B. subtilis, 7112 
lexA mutants, two 
S. typhimurium 
different UV sensitivities and UV muta- 
bilities, 2890 


LfrA multidrug efflux pump 
M. smegmatis 
active efflux of fluoroquinolones, 3791 
LicT 
B. subtilis 
BglG family member, 1971 
transcriptional antiterminator protein, 
1971 
Light-harvesting complex II 
R. capsulatus 
effect of C-terminal deletions, 4801 
Linear plasmid dimers 
B. burgdorferi sensu lato isolates 
potential mechanism of replication, 
3357 
LipA 
A. calcoaceticus, 6025 
Lipase/acyltransferase 
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catalytic triad, 2060 
Lipid profile 
Helicobacter spp. 
cholesteryl glucoside, presence of, 2065 
Lipooligosaccharide biosynthesis 
H. influenzae 
gmhA (IpcA) gene, 3339 
phosphoheptose isomerase, 3339 
Lipooligosaccharides 
H. ducreyi 
high sialylation, 564 
Lipopolysaccharide chimeras 
Brucella-Salmonella 
bactericidal peptides, 5867 
Lipopolysaccharide core biosynthesis genes 
S. marcescens, 5741 
Lipopolysaccharide core component 
R. leguminosarum strain 3841 
monoclonal antibodies reacting with, 
2727 
Lipopolysaccharide ice biosynthesis operon 
N. meningitidis 
IgtF and rfaK, 6677 
Listeria monocytogenes 
glycine betaine transport 
membrane vesicles, 6105 
sodium driven, osmotically activated, 
6105 
L-Lactate dehydrogenase gene 
N. meningitidis 
evidence for a second L-LDH, 4807 
L-Malate fermentation 
L. oenos 
proton motive force, 3127 
Imp gene system 
0.5-kilobase-pair repeats, analysis of, 
2775 
lon gene 
A. brasilense 
iron uptake, involvement in, 3440 
LOS inner core biosynthesis 
N. meningitidis serogroup B 
«1,2 N-acetylglucosamine transferase, 
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E. faecium 
structure in wild-type and resistant 
strains, 4948 
LPS O-chain length regulation 
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direct repressor, 7234 
E. coli, 7234 
effects of growth rate and nutrition, 
6930 
gitBDF expression, 6904 
Luminescence operon 
V. fischeri 
expression modulation in ainS mutants 
by N-octanoyl-L-homoserine lac- 
tone, 971 
LytSR-regulated genes 
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Magnesium deprivation response 
S. typhimurium 
PhoP-regulated genes, 5092 
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C. trachomatis 
mutagenesis of P2 promoter, 5573 
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sequence analysis, expression, and bind- 
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Malate dehydrogenase gene 
B. subtilis, 560 
Malate dehydrogenases 
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C. vibrioforme, 7047 
Maleylacetate reductase 
A. eutrophus JMP134 
modified ortho pathway, 298 
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modified ortho pathway, 298 
MalF 
E. coli 
transmembrane domains 6, 7, and 8, 
mutational analysis of, 2255 
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in vitro reassembly, 5537 
Maltose permease 
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glucose-induced inactivation, 2245 
Maltose/trehalose transport system 
T. litoralis, 4773 
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gene cluster involved, 3517 
Mannitol 
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Mannitol transport protein 
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A. vinelandii, 5884 
maoB 
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positive regulator of maoA, 2941 
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E. coli 
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autoactivation by MarA, 2216 
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A. tumefaciens 
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MECI gene 
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G, arrest, 5841 
mecA and mecB (clpC) mutations 
B. subtilis 
flagellin synthesis, 4861 
sigD expression regulation, 4861 
mecA transcriptional regulation 
S. aureus 
methicillin resistance, 5464 
Mecillinam resistance 
E. coli 
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of, 3818 
Membrane chitolipooligosaccharides 
R. leguminosarum biovar trifolii 
modulation of development, growth 
dynamics, wall crystallinity, and 
infection sites, 3621 
Membrane protein insertion 
E. coli 
biotinylation as sensitive indicator, 3049 
Membrane vesicles 
P. aeruginosa 
bacteriolytic effect, 2767 
Menaquinone (vitamin K2) biosynthesis 
B. subtilis 
isochorismate synthase genes, 854 
E. coli 
evidence against entC involvement, 3252 
o-succinylbenzoyl-coenzyme A, 6778 
Menaquinone-dependent respiration 
“D. restrictus” 
dihydrogen to tetrachloroethene, 2328 
Meningococcal capsule complex-associated 
genes 
N. gonorrhoeae, 3342 
menp!1 promoter 
B. subtilis 
transcriptional regulation, 705 
Mercury resistance operon 
E. coli 
inducer Hg* concentration, 2712 
Metabacterium polyspora 
phylogenetic analysis 
daughter cell production in Epulopis- 
cium species, 1451 
metE gene 
B. subtilis 
S-adenosylmethionine synthetase, 4604 
Methane monoxygenase 
M. capsulatus (Bath) 
membrane associated, 1018 
Methanobacterium thermoautotrophicum 
potassium uptake system, low-affinity 
overproduction of 31-kilodalton mem- 
brane protein, 728 
Methanobacterium the icum 
Marburg 
coenzyme F390 synthetase 
superfamily of adenylate-forming en- 


phosphoribosyltransferases 
guanine and hypoxanthine, 2521 
Methanosarcina barkeri 
corrinoid protein 
coenzyme M methylase activity, 1295 
corrinoid protein homologous to methio- 
nine synthase, 6599 
methylamine:coenzyme M methyltrans- 
ferase reactions, 6937 
methyltransferase II homolog, 6599 


serC, 5797 
Methanosarcina barkeri 227 
nitrogenase structural genes (nifHDK2), 
143 
Methanosarcina mazei G61 
ATP-dependent H*-pump activity 
inverted vesicles, 2424 
membrane ATPase, 2424 
Methanosarcina thermophila 
carbonic anhydrase, heterologously pro- 
duced, 3270 
CO dehydrogenase acetyl-coenzyme A 
synthase operon, 6849 
CO dehydrogenase complex 
cdhD and cdhE genes, 340 
subunits of corrinoid/iron-sulfur en- 
zyme, 340 
Methanospirillum hungatei 
sheath 
elastic properties, 3106 
methane production, 3106 
Methicillin resistance 
S. aureus 
mecA transcriptional regulation, 5464 
Methylamine:coenzyme M methyltransferase 
reactions 
M. barkeri, 6937 
Methylglyoxal sensitization 
E. coli 
Kdp K* uptake system, 3957 
Methylmalonic acid semialdehyde dehydro- 
genase 
S. coelicolor 
msdA, 490 
Methylobacterium extorquens AM1 
pqgE and pqqF, characterization of, 2154 
Methylococcus capsulatus (Bath) 
methane monoxygenase 
membrane associated, 1018 
Methyltransferase II homolog 
M. barkeri, 6599 
Metronidazole-sensitive and -resistant 
strains 
H. pylori 
metabolic activities, 4822 
mgpS, transcriptional control of 
R. sphaeroides 2.4.1 
puc and puf operons, 35 
MhpB catechol dioxygenase 
E. coli 
third family of extradiol dioxygenases, 
5249 
Microcin J25 
plasmid determinants for production and 
immunity, 3661 
Micromonospora zionensis 
sgm gene 
translational autoregulation, 5493 
Minireviews 
aminotransferase superfamily 
evolutionary recruitment of subdivisions 
of family I, 2161 
archaeal flagellum 
unique motility structure, 5057 
calcium signalling in bacteria, 3677 
Catabolite repressor/activator protein 
enteric bacteria, 3411 
disulfide cross-linked envelope proteins 
functional equivalent of peptidoglycan 
in chlamydiae, 1 
E. coli Holliday junction processing, 1237 
E. coli RuvABC proteins, 1237 
multidrug efflux pumps 
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gram-negative bacteria, 5853 
peptidoglycan 
barrier to transenvelope transport, 5555 
“prokaryotic” protein phosphorylation, 
4759 
rhizobium-legume symbiosis 
bacterial and eukaryotic pigments, 2471 
heme synthesis, 2471 
mioC 
E. coli 
transcription, initiation of replication, 
and eclipse, 3201 


MobB 
R1162 relaxosome, 5762 
ocC 


Agrobacterium spp. 
mannopine degradation, 3285 
Mas1, functional homolog of, 3285 
mod and mog mutants 
E. coli 
molybdenum cofactor biosynthesis, 4310 
modABCD (molybdate transport) operon 
E. coli 
repression by ModE, 735 


Anabaena sp. strain PCC 7120 
nitrate reductase activity and heterocyst 
suppression on nitrate, 3893 
Molybdenum 
R. capsulatus 
gene regulation, 2010 
Molybdenum cofactor biosynthesis 
E. coli 
mod and mog mutants, 4310 
Molybdenum uptake system 
R. capsulatus 
promoter activation, 2010 
Monoamine regulation 
E. coli 
maoB, 2948 
Morganella morganii 
ferric rhizoferrin uptake 
genes invoived, 496 
polyhydroxycarboxylate siderophore, 
496 


urease, 6487 
motA gene mutation 
bacteriophage T4, 6133 
motA missense mutations 
E. coli, 6116 
extragenic suppression, 6116 
motY 
V. alginolyticus 
sodium-driven flagellar motor compo- 
nent, 2409 
Mpcl catechol dioxygenase 
A. eutrophus 
third family of extradiol dioxygenases, 
5249 
mpl gene 
E. coli 
cell wall peptidoglycan recycling, 5347 
UDP-N-acetylmuramate:L-alanyl-y-D- 
glutamyl-meso-diaminopimelate 
ligase, 5347 
mRNA dependent on rare codons 
overexpression 
inhibition of protein synthesis and cell 
growth, 2926 
mRNA processing and fimbrial biogenesis 
E. coli 
pap operon, mutations in, 683 


zymes, 505 
Methanococcus voltae 
> 


VoL. 178, 1996 


msdA 
S. coelicolor 
methylmalonic acid semialdehyde dehy- 
drogenase, 490 
MtrA response regulator 
M. tuberculosis 
in vitro phosphorylation and in vivo 
expression, 3314 
signal transduction, 3314 
mucAB or rumAB 
E. coli 
mutagenic properties, 2559 
substitution for umuDC, 2559 
translesion DNA synthesis, 2559 
Mucoidy, conversion to 
P. aeruginosa 
serine protease HtrA homologs, 511 
two distinct loci, 511 
Mucoidy, conversion to in cystic fibrosis 
P. aeruginosa, 4997 
mukB mutation 
E. coli 
suppression by RNase E polypeptides, 
3917 


Multidrug efflux pumps 
gram-negative bacteria, 5853 
minireview, 5853 
Multiple sigma factor genes 
B. lactofermentum 
sigA and sigB, 550 
Multiple-peptidase mutants 
L. lactis 
ability to grow in milk, impairment in, 
2794 
Murein synthesis 
E. coli, 6766 
MutS and MutH 
E. coli K-12 
depletion in stationary-phase cells, 2388 
methyl-directed mismatch repair pro- 
teins, 2388 
mutT 
E. coli 
elevated mutation rate during starva- 
tion, 2709 
mviA gene 
S. typhimurium 
RpoS acid shock induction, 2572 
Mycobacteria 
apramycin resistance 
selective marker for gene transfer, 6357 
oxidative stress response 
ahpC, 3641 
role in sensitivity to isoniazid, 3641 
transcriptional apparatus 
novel features in promoter elements, 


Mycobacteria, fast growing 
efficient homologous recombination, 3091 
Mycobacteria, slow growing 
efficient homologous recombination, 3091 
Mycobacterial surface antigens 
cytometric detection, 7254 
Mycobacteriophage L5 
integration 
attB site, 5533 
positions of strand exchange, 5533 
Mycobacterium avium 
exochelins, 6394 
Mycobacterium bovis BCG 
virulent M. bovis, difference with, 1274 
Mycobacterium bovis, virulent 
M. bovis BCG, difference with, 1274 


Mycobacterium fortuitum 
plasmid pAL5000 ori region 
protein-DNA interactions, 6693 
Mycobacterium leprae 
gene 
overexpression in E. coli, 1707 
penicillin-binding protein, 1707 
Mycobacterium smegmatis 
ADP-ribosylation of proteins, 6074 
diaminopimelate biosynthesis, 6496 
glucose-6-phosphate dehydrogenase 
novel, coenzyme F,>) dependent, 2861 
LfrA multidrug efflux pump 
active efflux of fluoroquinolones, 3791 
rpsL promoter 
genetic analysis, 3564 
Mycobacterium tuberculosis 
45-kDa glycoprotein 
glycosylation, 2498 
allelic exchange, 273 
a-crystallin homolog 
function, 4484 
cell envelopes 
surface-exposed lipids, 456 
MtrA response regulator, 3314 
in vitro phosphorylation and in vivo 
expression, 3314 
signal transduction, 3314 
PvuII restriction 
host-mediated modification, 78 
signal transduction 
MtrA response regulator, 3314 
stationary phase-associated protein ex- 
pression 
a-crystallin homolog, function of, 4484 
Mycoparasitic antagonism 
T. harzianum 
cell wall synthesis, 6382 
Mycoplana ramosa 
acetylpolyamine amidohydrolase, 5781 
Mycoplasma arthritidis 
gene transfer, 6078 
Mycoplasma bovis 
variable surface lipoproteins 
phenotypic switching involving high- 
frequency chromosomal reartange- 
ments, 5395 
Mycoplasma hominis 
Imp gene system 
0.5-kilobase-pair repeats, analysis of, 
2775 
Mycoplasma mycoides cluster 
phylogeny 
16S rRNA gene sequence analysis, 4131 
Mycoplasma pneumoniae 
Rep MP1 repetitive element 
core element within larger, variable re- 
petitive mosaic, 917 
Mycoplasma pulmonis 
ftsZ gene, 2314 
Mycothiol 
actinomycetes, major thiol in, 1990 
Myxococcus xanthus 
AsgA protein 
purification and in vitro phosphoryla- 
tion, 289 
asgB-dependent genes, 6628 
ATP-binding cassette transporter homolog 
1fbABC operon, 1631 
bacteriophage Mx8 
integration into chromosome, 4004 
structural alteration of IntP protein, 
4004 
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cell interaction-dependent gene 
regulatory region, 2539 
dsp mutants 
fibril binding, defect in, 697 
gliding mobility 
slide cultures and chemical gradients, 
3480 


IntP protein 
bacteriophage Mx8 integration into 
chromosome, 4004 
pil gene deletions, 5817 
Pkn2 
overexpression, 6647 
rfbABC operon 
ATP-binding cassette transporter ho- 
molog, 1631 
signaling defect 
suppression during development, 977 
tyrosine phosphorylation, 4084 


N, fixation 
A. caulinodans 
terminal oxidases, 5989 
N15 plasmid prophage 
E. coli 
primary immunity region, 2902 
NAD synthesis 
E. coli 
phosphate regulon mutants, new pheno- 
type of, 714 
phosphoribosy! diphosphate synthetase 
independent, 714 
NADP*-dependent malic enzyme 
R. meliloti, 2224 
NADP?*-isocitrate dehydrogenase gene (icd) 
cyanobacteria 
nitrogen regulation, 4060 
nagC gene 
E. coli 
constitutive expression of a gene within 
an inducible operon, 2629 
n-Alkane oxidation 
Acinetobacter sp. strain M-1 
novel oxygenase, 3695 
NanB 
S. pneumoniae 
purification, 4854 
nanB neuraminidase gene 
S. pneumoniae, 4854 
Naphthalene dioxygenase 
Pseudomonas sp. sttain NCIB 9816-4 
stereospecific dihydroxylation of styrene 
vinyl group, 3353 
narG promoter 
E. coli 
structure modification by IHF and 
NARL-P binding, 3971 
Narrow-host-range vectors 
corynebacteria 
integration into genome, 5768 
NBU1 mobilizable insertion element 
Bacteroides spp. 
integrase, 3594 
nonspecific integration in E. coli, 3601 
Neisseria gono 
fbpA promoter 
Fur binding to operator sequences, 
5020 
fbpABC locus 
periplasm-to-cytosol transport of iron, 
2145 


fur mutant 
isolation and analysis, 4224 
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meningococcal capsule complex-associated 
genes, 3342 
rfaE homolog 
cloning, complementation, and charac- 
terization, 4571 
transferrin receptor 
binding and surface exposure, 1437 
transferrin-binding proteins, 1437 
Neisseria meningitidis 
gpxA gene interruption 
increase in sensitivity to paraquat, 4301 
181301 
distribution in strains, 2527 
site-specific insertion, 2527 
lipooligosaccharide ice biosynthesis 
operon 
IgtF and rfaK, 6677 
L-lactate dehydrogenase gene 
evidence for a second L-LDH, 4807 
serogroup B 
sialic acid and polysialic acid expres- 
sion, 4052 
Neisseria meningitidis serogroup B 
LOS inner core biosynthesis 
«1,2 N-acetylglucosamine transferase, 
1265 
Neisseria spp., pathogenic 
HmbR outer membrane receptors, 4670 
nes gene 
pGO1 plasmid 
single-stranded endonuclease, 4975 
Neurospora crassa 
arginine-specific translational control 
upstream reading frame, mediation by, 


high homology to V. harveyi Frp, 4508 
major nitroreductase, 4508 
NfsB nitroreductase 
E. coli 
conversion to V. fischeri FRase I by a 
single amino acid substitution, 4731 
nhaA 
E. coli, 6508 
Na* -induced transcription, 6508 


regulatory role of N-terminal domain, 
4380 


K. pneumoniae, 6817 
NifA inhibition by NifL 
K. pneumoniae 
iron requirement, 4679 
nifB promoter, expression from 
A. vinelandii 
activation by NifA, VnfA, or AnfA, 788 
NiFe-hydrogenases 
E. coli 
Ni-dependent anaerobic biosynthesis, 
4453 


cloning, characterization, and regula- 
tion, 3949 


transcriptional control, 3119 
NifL 
K. pneumoniae, 6817 
nifT gene expression 
K. pneumoniae 
perturbation has little effect on nitrogen 


fixation, 2975 
Nikkomycin synthesis genes 
S. tendae T901 
cloning and heterologous expression in 
S. lividans, 1216 
Nisin gene cluster 
L. lactis 
promoters, functional analysis of, 3434 
Nitrate and nitrite reduction 
S. carnosus 
physiology and interaction, 2005 
Nitric oxide metabolism 
R. sphaeroides 2.4.3 
nnrR product, 4958 
Nitrilotriacetate monooxygenase genes 
C. heintzii, 6123 
Nitrogen and carbon metabolisms 
S. cerevisiae 
cross-pathway regulation, 1842 
Nitrogenase 3 
A. vinelandii 
anfHDGK region, 204 
Nitrogenase activity 
A. brasilense 
ammonium, response to, 2948 
second mechanism for posttranslational 
regulation, 2948 
Nitrogenase, alternative 
R. rubrum 
purification and characterization, 1445 
Nitrogenase structural genes (nifHDK2) 
M. barkeri 227, 143 
Nitroreductase 
E. coli 
NfsA, 4508 
Nitrosomonas europaea 
hydroxylamine oxidoreductase 
mutagenesis by transformation and re- 
combination, 3710 
nlpH gene 
B. afzelii 
plasmid-encoded lipoprotein, 6435 
nnrR product 
R. sphaeroides 2.4.3 
nitric oxide metabolism, 4958 
nodD3 
R. meliloti 
transcription start site, 1782 
nodD genes, two 
Bradyrhizobium (Arachis) sp. strain NC92 
nodA repression, 2757 
nolA gene 
Bradyrhizobium (Arachis) sp. strain NC92 
efficient nodulation of host plants, 2757 
nosRZDFY 
R. meliloti 
dissimilatory nitrous oxide reduction 
genes, 1505 
Nostoc sp. strain ATCC 29133 
devR gene 
heterocyst development, 2037 
heterocyst development 
devR gene, 2037 
Nostoc spp. 
GIbN (cyanoglobin), 6587 
ntcA gene 
Anabaena sp. strain PCC 7120 
multiple transcripts and NtcA binding, 
922 


nucH gene 
A. hydrophila JMP636 
extracellular nuclease, 3926 
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Nucleoids, fusion of separated 
E. coli K-12 
chloramphenicol, 4289 
Nucleoside diphosphate kinase 
P. aeruginosa, 7120 
P. aeruginosa 8830 
altered specificity of nucleoside — 
phate synthesis, 1777 
two forms, 1777 
NusG-like protein 
T. maritima 
binding to DNA and RNA, 4089 


O antigen 
R. leguminosarum bv. trifolii 4S 
attachment to fatty acylated glycerol, 
5529 
O antigen polymerase (rfc) gene 
E. coli 
identification by insertional mutagene- 
sis, 240 
O polysaccharides 
P. syringae, 6459 
OafA 


integral membrane trans-acylase, 5904 
S. typhimurium, 5904 
O-antigen processing 
S. enterica 
Wzx (RfbX), 2102 
O-antigen synthesis 
S. enterica 
WbaP C-terminal half, 2598 
Octopine catabolism 
A. tumefaciens 
genes directing, 1872 
Oerskovia xanthineolytica LL G109 (Cellu- 
lomonas cellulans) 
B-1,3-glucanase isoenzyme IIA gene and 
enzyme, 4751 
Oligopeptide transport system 
S. gordonii 
binding lipoprotein dependent, 68 
hexa- and heptapeptide uptake, 68 
OmpA 
E. coli 
secondary structure, 6067 
OmpA major outer membrane protein 
A, salmonicida 
two genes encoding homologs, 1623 
OmpC mutants 
E. coli K-12 
assembly defect, 1213 
OmpF expression 
E. coli 
H-NS regulation through micF anti- 
sense RNA, 3650 
OmpF mutants, assembly defective 
E. coli 
asmB suppressor locus, 5138 
OmpL gene 
Photobacterium species strain SS9 
pressure-regulated porin-like protein, 
5027 


OmpU 
V. cholerae, 524 
Oms28 outer membrane protein 
B. burgdorferi 
porin activity, 4909 
OprD imipenem-specific pore protein 
P. aeruginosa 
role of specific surface loop regions, 
3085 


2172 
NfsA 
E. coli 
A. brasilense 
nifF 
R. capsulatus 
nifH genes 
R. etli 
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OprF 
P. aeruginosa 
secondary structure, 6067 
OprL null mutant 
P. putida, 5836 
OpuD 
B. subtilis 
glycine betaine transport, 5071 
Orf 214 
R. capsulatus 
directed mutagenesis, 2334 
Origin of conjugative transfer (oriT) 
pGO1 plasmid, 4975 
Orotate utilization 
E. coli, 7099 
S. typhimurium, 7099 
Osmoprotectant transporter gene 
E. chrysanthemi 
ousA, 447 
Osmoprotectants 
H. elongata, 7221 
ospE-ospF gene family 
B. burgdorferi, 5615 
ousA 
E. chrysanthemi 
osmoprotectant transporter gene, 447 
Outer membrane permeability 
E. coli 
polyamines, decrease by, 3715 
Outer membrane protein 
B. thetaiotaomicron 
maltooligosaccharide and starch utiliza- 
tion, 823 
Outer membrane protein folding 
E. coli 
SurA, 1770 
Oxidative pentose phosphate pathway 
S. typhimurium 
thiamine biosynthesis, 1476 
Oxidative stress response 
mycobacteria 
ahpC, 3641 
role in sensitivity to isoniazid, 3641 
2-Oxoglutarate:ferredoxin oxidoreductase 
H. thermophilus TK-6 
purification and characterization, 3365 
Oxygen taxis 
A. brasilense, 5199 
Oxygenases 
Burkholderia sp. strain DNT, 6019 
4-methyl-5-nitrocatechol, 6019 


Paenibacillus polymyxa 
16S rRNA genes 
sequence heterogeneity, 5636 
pap operon 
E. coli 
mutations affecting mRNA processing 
and fimbrial biogenesis, 683 
Par region 
plasmid RK2 
stable maintenance properties, 2086 
Paracoccus denitrificans 
denitrification activity 
dynamics in continuous culture during 
aerobic-anaerobic changes, 4367 
S-formylglutathione hydrolase, 6296 
poly(3-hydroxyalkanoate) synthase gene 
molecular analysis, 774 
Paracoccus denitrificans ATCC 35512 
cytochrome cb-type nitric oxide reductase 
cytochrome oxidase activity, 1866 


parC and parE genes 
S. pneumoniae 
DNA topoisomerase IV, 4060 
fluoroquinolone resistance, 4060 
ParE toxin protein 
plasmid RK2 
interaction with ParD antitoxin protein, 
1420 
PBP 5S synthesis repressor (psr) 
E. hirae 
regulation of cell wall-related proper- 
ties, 5272 
pbpB cell division gene 
B. subtilis 
complex four-gene operon, 2343 


A. tumefaciens 
LysR-type transcriptional activator, 266 
requirement for catabolism of phenolic 
compounds, 266 
A. tumefaciens and Rhizobium species 
pca gene transcription factor, 3671 
PchR 
P. aeruginosa 
fptA ferropyochelin receptor gene regu- 
lator, 2586 
pckA gene 
S. aureus 
identification and characterization, 3362 
pcsA68 (dinD68) 
E. coli 
cold-sensitive phenotype, 3854 
multicopy suppressors, 3854 
p-Cumate catabolic pathway 
P. putida F1 
cmt operon, 1351 
pecT gene 
E. chrysanthemi 
pectinase gene expression, regulation 
of, 1593 
pelZ gene 
E. chrysanthemi, 7187 
regulation, 7187 
Penicillin biosynthesis genes 
A. nidulans 
acvA (pcbAB) and ipnA (pcbC), 3908 
regulation, 3908 
Penicillin resistance 
S. pneumoniae 
separation from abnormal cell wall 
composition, 1788 
Penicillin-binding protein 5 
E. hirae 
folding, 1774 
Penicillin-binding proteins 
E. coli 
folding, 5402 
number per cell, 6110 
Penicillin-binding proteins, class A 
B. subtilis 
mutants lacking, 2079 
Penicillium chrysogenum 
plasma membrane vesicles 
basic amino acid transport, 3991 
plasma membranes 
sulfate transport, 3953 
Pentaerythritol tetranitrate reductase 
E. cloacae, 6623 
Peptide fermentation 
Archaea, hyperthermophilic 
2-ketoisovalerate ferredoxin oxi- 
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doreductase, 780 
Peptidoglycan 
N-acetylputrescine, 6994 
B. subtilis endospore, 6173 
B. subtilis endospores, 6451 
barrier to transenvelope transport, 5555 
cyanelle, 6994 
glaucocystophyte algae, 6994 
minireview, 5555 
muropeptide composition 
simple gel electrophoretic method, 3962 
Peptidoglycan binding 
T. thermophilus 
conserved motif in S-layer proteins, 
4765 
Peptidoglycan precursor synthesis 
L. plantarum 
Idh gene knockout, 5431 
Peptidoglycan synthesis and structure 
S. haemolyticus 
glycopeptide resistance, 4696 
Peptidoglycan variants, naturally occurring 
S. pneumoniae, 168 
Peptidoglycan-associated outer membrane 
lipoprotein 
P. putida 
cell envelope integrity, maintenance of, 
1699 
Peptostreptococcus productus U-1 
fermentation capacities 
effect of CO,, 3140 
Periplasmic copper-zinc superoxide dis- 
mutase 
L. pneumophila 
stationary-phase survival, role in, 1578 
Pesticin immunity protein 
Y. pestis 
inactivation in periplasm, 2431 
PfeR 
P. aeruginosa 
ferric enterobactin receptor gene activa- 
tion, 5361 
Pfp gene 
A. methanolica 
characterization and phylogeny, 149 
PP;-dependent phosphofructokinase, 
149 
PfpI intracellular protease gene 
P. furiosus 
sequence, expression in E. coli, and 
analysis, 2605 
pGO1 plasmid 
nes gene 
single-stranded endonuclease, 4975 
origin of conjugative transfer (oriT), 4975 


phosphatidylglycerophosphate synthase, 
1030 


Phage C1 resistance 
E. coli K-12 
genetic control, 5309 
Phage G4ori,-Escherichia coli SSB complex 
E. coli primase 
interaction, 6701 
Phage group II 
chromosome map, 6842 
S. aureus, 6842 
Phage HK022 Roi protein 
E. coli integration host factor mutants 
inhibition of phage lytic growth, 4077 
Phenol, carboxylation of 
anaerobic bacterium, new, 2551 


pbpC gene 
4 B. subtilis, 5995 
PcaQ 

4 pgsA gene 

R. sphaeroides 
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Phenol degradation 
P. putida 
carbon catabolite repression, 2030 
PhIR inhibition, 2030 
(Methyl)phenol dmp operon 
pVI150 
o°*-dependent Po promoter, 3727 
Phenolic compounds, catabolism of 
A. tumefaciens 
PcaQ, 266 
Phenylalanine-specific permease 
E. coli 
topology, 2650 
oAAU2?2 infection 
“A. aureus” C70 
site-specific integration functions, 1996 
Pho80 cyclin, truncated form of 
S. cerevisiae 
small cytosolic factor inhibiting vacuole 
inheritance, 4047 
PhoE porin 
E. coli 
folded monomeric form, 5320 
phoN-Sf nonspecific phosphatase gene 
S. flexneri 2a large plasmid, 4548 
PhoP-PhoQ 
S. jmuri 
antimicrobial peptide resistance, 6857 
PhoP-regulated genes 
S. typhimurium 


magnesium deprivation response, 5092 
PhoQ 
Salmonella virulence 
transcriptional regulation, 6369 
Phosphate regulon mutants, new phenotype 
of 
E. coli, 714 
Phosphate transport system 
R. meliloti 
symbiotic nitrogen fixation, requirement 
for, 4540 
Phosphate-specific transport system 
E. coli 
PstB protein, 3974 
Phosphatidylglycerophosphate synthase 
R. sphaeroides 
pgsA gene, 1030 
Phosphatidylinositol-specific phospholipase 
C gene 
B. thuringiensis 
positive regulation at onset of station- 
ary phase, 2749 
Phosphofructokinase and pyruvate kinase 
genes 
L. delbrueckii subsp. bulgaricus 
operon, 4727 
3-Phosphoglycerate dehydrogenase 
E. coli K-12 
a-ketoglutarate reductase activity, 232 
serA encoded, 232 
Phospholipid profiles 
C. difficile, 5844 
Phospholipid synthesis 
E. coli, 6766 
Phosphoribosyltransferases 
M. voltae 
guanine and hypoxanthine, 2521 
Phosphorus restriction 
E. coli 


global analysis of proteins synthesized, 
4344 


Phosphotransferase system 
L. brevis 
anaerobically induced, 314 
fructose specific, 314 
phosphoenolpyruvate dependent, 314 
Phosphotyrosine protein phosphatase 
S. coelicolor A3(2), 136 
Photobacterium species strain SS9 
OmpL gene 
pressure-regulated porin-like protein, 
5027 


Photosynthesis gene cluster 
R. capsulatus 
idi isopentenyl diphosphate isomerase 
gene, 619 
Phylogenetic analysis 
dissimilatory Fe(III)-reducing bacteria, 
2402 


Physical and genetic chromosomal map 
S. pyogenes M type 1 strain, 5546 
Physical map 
P. limnophilus, 1908 
V. cholerae 569B 
genetic markers, 1105 
Western X-disease phytoplasma chromo- 
some, 3985 
Phytoplasma 
Western X-disease 
physical map of chromosome, 3985 


Il 
A. brasilense 
NifA activity modulation, 4380 
proteins 
A. brasilense 
coexistence of two, 4143 
pil gene deletions 
M. xanthus, 5817 
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2025 
induction by amino acids, 2025 
base excision repair 
rat DNA polymerase 8 mutants, inter- 
ference by, 656 
budding pattern 
HKRI, 477 
cell wall B-glucan synthesis 
HKRI1, 477 
ERG24 null mutant 
aerobic isolation, 2991 
FLOI1 
cell surface flocculin, 7144 
fructose-1,6-bisphosphate 
selective advantage of regulatory char- 
acteristics, 1809 
GAP! activation 
GLn3p and Nillp use the same 
GATAAG sites, 2465 
GATA factor Gin3p 
interaction with Ure2p nitrogen regula- 
tor, 4734 
Gln3p 
UASyrp binding and transcriptional 
activation, 3470 
61,6-glucan assembly 
CWH41 novel ER membrane N-glyco- 
protein, 1162 
glucose repression 
processes with different sugar kinase 
requirements, 4721 
glucose sensing and signalling 
glucose transporter family members, 
requirement for, 2593 
halotolerant mutant, 2978 
HKR1 
budding pattern, 477 
cell wall B-glucan synthesis, 477 
Holl 
membrane-spanning domains, 7197 
Hsp70 family proteins 
cell wall, 4724 
maltose permease 
glucose-induced inactivation, 2245 
mannitol dehydrogenase gene 
direction of expression by C. neofor- 
mans gene, 5257 
MECI 
G, arrest, 5841 
nitrogen and carbon metabolisms 
cross-pathway regulation, 1842 
nucleotide excision repair gene function 
short-sequence recombination, 2136 
Pho80 cyclin, truncated form of 
small cytosolic factor inhibiting vacuole 
inheritance, 4047 
polyamine-deficient 
sensitivity to high temperatures, 2721 
stationary-phase gene, 6865 
STE6 mutations 


a-factor transport defects, 1712 
mating defects, 1712 
Ure2p nitrogen regulator 
interaction with GATA factor Gln3p, 
4734 
Saccharomyces cerevisisae 
RAD28, 5977 
S-Adenosylmethionine synthetase 
B. subtilis 
metE gene, 4604 
Salmonella dublin 
SpvR virulence plasmid regulatory protein 
spvA and spvR promoter regions, bind- 
ing to, 1813 
Salmonella enterica 
galactosyl-1-phosphate transferase 
WbaP C-terminal half, 2598 
O-antigen processing 
Wzx (RfbX), 2102 
O-antigen synthesis 
WbaP C-terminal half, 2598 
WbaP C-terminal half 
galactosyl-1-phosphate transferase, 2598 
O-antigen synthesis, 2598 
Wzx (RfbX) 
O-antigen processing, 2102 
O-unit flippase, candidate for, 2102 
Salmonella enteritidis 
agfBAC operon 
thin, aggregative fimbriae, 662 
Salmonella species 
motile 
effect of surface composition on gal- 
vanotaxis, 1113 
Salmonella typhi 
rcsA and rcsB genes 
Vi antigen synthesis, 1691 
rl genes 
identical intervening sequences in all 
seven, 5323 
Vi antigen synthesis 
rcsA and rcsB genes, 1691 
vipR 
autoregulation in ViaB region-encoded 
Vi antigen, 1430 
Salmonella typhimurium 
arcA gene product 
hemA transcription, 638 
branched-chain amino acid pathway 
inhibitors of two enzymes, metabolic 
effects of, 1187 
cAMP receptor protein 
complementary interactions with o*, 5112 
cobalamin (vitamin B,,) biosynthetic 
genes 
functional studies, 753 
cobB, 7016 
CysG 
synthesis, 6952 
D-histidine utilization 
control by leucine responsive regulatory 
protein (Lrp), 327 
early-stationary-phase cultures 
growth suppression, 3072 
-FimA expression 
fimbrial phase variation, 542 
fimbrial phase variation 
FimA expression, 542 
FigH 
outer membrane L ring of the flagellar 
basal body, 4200 : 
physiological and biochemical analyses, 
4200 
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FigM 
flagellum-specific anti-sigma factor, 899 
negative regulation by FliD, FliS, and 
FIiT, 899 
figM mutant 
attenuated phenotype, 2911 
FIiC flagellin expression, 2911 
FIiC flagellin expression 
figM mutant, 2911 
FliG and FIiM distribution 
cell and flagellar basal bodies, 258 
FIiK flagellar hook length control protein 
characterization, 2954 
FIiM flagellar switch protein, 7069 
FliM-FIiN flagellar switch fusion mutant, 
4582 
Fur 
acid tolerance response, 5683 
iron acquisition, 5683 
yd resolution system 
surveying a supercoil domain, 2825 
glutamyl-tRNA reductase (hemA) gene 
arcA gene product, 638 
P1 promoter, 638 
HemA-LacZ hybrid protein 
stabilization against proteolysis, 2462 
host factor I 
RNA-binding protein encoded by hfq 
gene, 3763 
leucine responsive regulatory protein 


D-histidine utilization, control of, 327 
lexA mutants, two 
different UV sensitivities and UV muta- 
bilities, 2890 
magnesium deprivation response 
PhoP-regulated genes, 5092 
mviA gene 
RpoS acid shock induction, 2572 
OafA, 5904 
orotate utilization, 7099 
oxidative pentose phosphate pathway 
thiamine biosynthesis, 1476 
PhoP-PhoQ 
antimicrobial peptide resistance, 6857 
PhoP-regulated genes 
magnesium deprivation response, 5092 
polymyxin B resistance 
phoP-dependent and -independent 
pathways, 3688 
RpoS independence, 3683 
starvation and stationary phase induced, 
3683 
propionate metabolism, 7016 
proU promoter, osmotically regulated 
site-directed mutational analysis, 3377 
RecBCD-dependent transductional re- 
combination 
SbcB and RecF pathway, 3146 
release factor 1 (RF-1) 
mutation in structural gene inhibits cell 
division, 3829 
RpoS 
polymyxin B resistance, 3688 
RpoS acid shock induction 
mviA gene, 2572 
RpoS sigma factor 
host factor I requirement for transla- 
tion, 3763 
SbcB and RecF pathway 
RecBCD-dependent transductional re- 
combination, 3146 
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o®-regulated genes 
complementary interactions between o* 
and cAMP receptor protein, 5112 
surveying a supercoil domain 
5 resolution system, 2825 
thi genes 
thiamine pyrophosphate, negative regu- 
lation by, 2533 
thiamine biosynthesis 
oxidative pentose phosphate pathway, 
1476" 


thiamine pyrophosphate 
thi genes, negative regulation of, 2533 
thiamine synthesis, 5676 
topA mutant 
leu-500 promoter, 7129 
trans-acylases, 5904 
two-component regulatory system 
multiple environmental signals, 6796 
Salmonella typhimurium LT2 
23S rRNA intervening sequences 
three distinct, 2272 
PocR regulatory protein 
interaction with cob operon, 2196 
Salmonella typhimurium SL1344 
proteome 
cell envelope proteins, 5032 
Salmonella virulence 
transcriptional regulation 
PhoQ, 6369 
sanA amplification 
E. coli 
vancomycin-sensitive defect, abolition 


, agr, interaction with, 418 
molecular architecture, 4563 
SbcB and RecF pathway 


RecBCD-dependent transductional re- 
combination, 3146 
sdiA 
E. coli 
cell division gene activator, 2742 
extracellular factor, regulation by, 2742 
SecA protein 
E. coli 
site-specific proteolysis, 2986 
SecB 
E. coli, 5954 
ribose-binding protein signal sequence 
mutants 
export, 5954 
SecB production 
E. coli 
impaired chaperone or secretion func- 
tion, 6097 
Sensor kinase-dependent phenotype 
P. syringae 
suppression by ribosomal proteins L35 
and L20, 1548 
Sensory rhodopsin I interaction sites 
HtrI transducer 
deletion mapping, 6475 
serC gene 
- M. barkeri, 5797 
Serine protease EpiP 
S. epidermidis 


epidermin precursor peptide processing, 
284 


Serine protease (ser) gene 
A. flavus 
disruption and compensatory increase 
in mep20 expression, 3899 
Serine protease HtrA homologs 
P. aeruginosa 
mucoidy, conversion to, 511 
Serine/threonine kinase and WD-repeat pro- 
tein 
T. curvata, 1487 
Serotype O8 lipopolysaccharide 
K. pneumoniae 
core oligosaccharide structure, 1731 
Serotype-specific lipopolysaccharide 
P. aeruginosa PAO1 
cessation of expression at 45°C, 3350 
Serpulina species 
phylogeny 
16S rRNA gene sequence analysis, 4189 
Serratia liquefaciens 
swarm cells, differentiation into 
flhD master operon, 554 
Serratia marcescens 
bacteriocin 28b production 
induction by DNA-damaging agents, 
951 
extracelluiar nuclease 
two-step secretion, 3771 
HU protein, heterodimeric, 293 
lipopolysaccharide core biosynthesis 
genes, 5741 
sgm gene 
M. zionensis 
translational autoregulation, 5493 
Sheath 
M. hungatei 
elastic properties, 3106 
methane production, 3106 
Shewanella putrefaciens 
cytochrome c, 
low-redox-potential tetraheme, 6386 
Shigella 
four subgroups 
flagellar master operon, 3722 
Shigella flexneri 2a 
large plasmid 
phoN-Sf nonspecific phosphatase gene, 
4548 
Sialic acid and polysialic acid expression 
N. meningitidis serogroup B, 4052 
sigA gene 
R. etli, 7138 
sigD expression 
B. subtilis 
effect of mecA and mecB (clpC) muta- 
tions, 4861 
o* heat shock factor 
C. crescentus 
transcriptional specificity, 2094 
o°*-Dependent activator FhlA 
E. coli 
nucleotide concentration determines 
transcription activation, 199 
o°*-dependent activators 
isolation by PCR, 3967 
-Dependent Po promoter 
pVI150 
(methyl)phenol dmp operon, 3727 


B. subtilis 
fractionation properties, 3701 
S. aureus RNA polymerase, 6036 
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o® general stress transcription factor 
B. subtilis 
stability, 3668 
regulators 
B. subtilis 
yeast two-hybrid system, 7020 
o® transcription factor 
B. subtilis 
regulation in response to environmental 
stress, 3846 
o>-Dependent gene expression 
B. subtilis 
FigM, role of, 3113 
o®-Dependent operon 
B. subtilis 
catabolite repression during sporula- 
tion, 4778 
o* regulation 
B. subtilis, 6730 
o* transcription factor 
B. subtilis 
additional genes under its control, 5039 
o® starvation sigma factor 
E. coli 
ClipXP protease, regulation by, 470 
oS-Regulated genes 
S. typhimurium 
complementary interactions between o® 
and cAMP receptor protein, 5112 
Signal peptidase 
S. aureus, 5712 
Signal peptides 
E. coli 
competition, 6658 
Signal transduction 
M. tuberculosis 
MtrA response regulator, 3314 
Single-stranded DNA-binding protein 
E. coli 
enhancement of CTG triplet repeat sta- 
bility, 5042 
sinR 
B. subtilis 
suppression by plasmid-amplified comS, 
5144 


sinR mutant 
B. subtilis, 7010 
Site-specific DNA recombinase 
B. subtilis 
SpoIVCA, 3380 
Site-specific recombinase 
R4 phage 
sre gene (ORF469), 3374 
S-layer mutants 
T. thermophilus HB8 
slpM gene, 357 
S-layer protein 
T. thermophilus HB8 
three different morphological assem- 
blies, 3654 
S-layer protein gene expression site 
L. acidophilus 
two consensus promoter sequences, 
5388 
S-layer protein synthesis 
B. stearothermophilus PV72 
cell wall composition, 2108 
oxygen-induced changes, 2108 
S-layer proteins 
T. thermophilus 
peptidoglycan binding, 4765 
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sleB gene 
B. subtilis, 6059 
spore cortex-lytic enzyme, 6059 
slpM gene 
T. thermophilus HB8 
S-layer mutants, 357 
small bacteriocin 
R. leguminosarum 
N-acyl-L-homoserine lactone, 366 
sms gene 
E. coli 
same as radA, 5045 
sod 
S. pyogenes 
insertional inactivation, 4688 
sodC 
E. coli 
copper-zinc superoxide dismutase, 2564 
Sodium-coupled energy transduction 
thermoalkaliphilic strain LBS3, 4099 
Sodium-driven flagellar motor component 
V. alginolyticus 
motY, 2409 
Solutes 
order Thermotogales, 5644 
SOS mutagenesis proteins 
E. coli 
in vivo protein-protein interactions, 
2580 


Spacer DNA 
E. coli 
lac promoter and cAMP receptor pro- 
tein binding site, 2436 
Sphingolipids 
C. albicans, 6223 
Sphingomonas strain S88 
polysaccharide capsule 
linkage of genes essential for synthesis, 
2676 
Spiralin polymorphism 
S. citri 
not due to posttranslational palmitoyl- 
ation, 2934 
Spiroplasma citri 
recA, 7003 
spiralin polymorphism 
not due to posttranslational palmitoyl- 
ation, 2934 
SpV1 virus 
deletion formation, 862 
Spiroplasma melliferum 
recA, 7003 
SpolIA protein 
B. subtilis, 6632 
GTP-binding properties, 6632 
SpoIIE mutants 
B. subtilis 
dual functional role for SpoIIE, 4984 
two distinct phenotypic classes, 4984 
SpoIVCA 
B. subtilis 
DNA rearrangement in absence of, 
3380 
site-specific DNA recombinase, 3380 
Spore coat protein assembly 
B. subtilis 
cotH gene expression, requirement for, 
4375 
Spores 
B. cereus 
germination-specific spore cortex-lytic 
enzyme, 5330 


SpoT and FNR 
E. coli 
GOGAT (glutamate synthase)-deficient 
mutants, 4105 
spsB gene 
S. aureus signal peptidase, 5712 
SpV1 virus 
S. citri 
deletion formation, 862 
SpvR virulence plasmid regulatory protein 
S. dublin 


spvA and spvR promoter regions, bind- 
ing to, 1813 
sre gene (ORF469) 
R4 phage 
site-specific recombinase, 3374 
Stalk bands 
C. crescentus and A. biprosthecum 
indicators of stalk age, 3939 
Staphylococcus aureus 
agr 
sar locus, interaction with, 418 
autolysin ring 
cell separation, 1565 
autolysis 
putative regulatory locus, 611 
capsular polysaccharides 
gene clusters, 2118 
type 8 capsule genes, 2118 
cell separation 
autolysin ring, 1565 
cell wall 
sorting of lipoproteins, 441 
collagen-binding protein gene 
insertional activation has a pleiotropic 
effect, 5327 
B-lactamase 
structure-function relationships, 7248 
wild-type variants, 7248 
LytSR-regulated genes, 5810 
mecA transcriptional regulation 
methicillin resistance, 5464 
methicillin resistance 
mecA transcriptional regulation, 5464 
pckA gene 
identification and characterization, 3362 
phage group II 
chromosome map, 6842 
RNA polymerase 
sigma-B, 6036 
sar locus 
agr, interaction with, 418 
molecular architecture, 4563 
spsB 
signal peptidase, 5712 
stress response genes in drug resistance, 
6036 


trimethoprim resistance plasmids 
1S257-mediated cointegration, 6067 
Staphylococcus carnosus 
Fv antibody 
surface display of functional single 
chain, 1341 
nitrate and nitrite reduction 
physiology and interaction, 2005 
Staphylococcus epidermidis 
biofilm accumulation 
intercellular adhesin, 175 
linear B-1,6-linked glucosaminoglycan, 
175 


biomaterial adhesin 
ultrastructural organization and regula- 
tion, 537 
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epidermin biosynthesis 
EpiC, 1335 
epiC mutants, 1335 
epidermin immunity 
epiF, -E, and -G, 531 
epiF, -E, and -G 
epidermin immunity, 531 
intercellular adhesin 
biofilm accumulation, 175 
linear B-1,6-linked glucosaminoglycan, 
175 
serine protease EpiP 
epidermin precursor peptide processing, 
284 


Staphylococcus haemolyticus 
glycopeptide resistance 
peptidoglycan synthesis and structure, 
4696 


peptidoglycan synthesis and structure 
glycopeptide resistance, 4696 
Staphylococcus xylosus 
Fy anti 
surface display of functional single 
chain, 1341 
sucrase gene regulation 
ScrR repressor, 462 
Starch utilization 
B. thetaiotaomicron, 7173, 7180 
Starvation 
E. coli 
proteins synthesized during recovery, 


Stationary phase, induction of 
E. coli 
nutrient limitation, 1465 
Stationary phase survival 
E. coli 
inorganic polyphosphate, 1394 
Stationary phase-associated protein expres- 
sion 
M. tuberculosis 
a-crystallin homolog, function of, 4484 
Stationary-phase gene 
S. cerevisiae, 6865 
STE6 mutations 
S. cerevisiae 
a-factor transport defects, 1712 
mating defects, 1712 
Stenotrophomonas (Xanthomonas) malto- 
philia 70401 
positively charged bacterium 
adhesion to glass and Teflon, 5472 
Stigmatella aurantiaca 
fruiting body formation 
fbfA, 6706 
StpA protein 
E. coli 
interaction with H-NS protein, 4335 
Streptococcus equisimilis 
relA/spoT gene homolog 
functional analysis, 1401 
Streptococcus gordonii 
comxX, 5831 
positive transcriptional regulator Rgg, 
5826 


oligopeptide transport system 
binding lipoprotein dependent, 68 
hexa- and heptapeptide uptake, 68 
Streptococcus mutans 
antigen P1 surface localization 
C terminus, role of, 801 
Tn917 mutagenesis 
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mutants with acid sensitivity and nutri- 
tional requirements, 4166 
Streptococcus pneumoniae 
abnormal cell wall composition 
separation from penicillin resistance, 
1788 
cap3A gene 
type 3 capsular polysaccharide synthe- 
sis, 2971 
DNA topoisomerase IV 
parC and parE genes, 4060 
F,F, H*-ATPase 
proteolipid subunit inhibition by qui- 
nine, 2455 
fluoroquinolone resistance 
parC and parE genes, 4060 
genetic transformation 
allelic variants of the peptide phero- 
mone, 6087 
encapsulated strains, 6087 
NanB 
purification, 4854 
nanB neuraminidase gene, 4854 
parC and parE genes 
DNA topoisomerase IV, 4060 
fluoroquinolone resistance, 4060 
penicillin resistance 
separation from abnormal cell wall 
composition, 1788 
peptidoglycan variants, naturally occur- 
ring, 1 
UDP-glucose dehydrogenase activity 
E. coli cell extracts, 2971 
Streptococcus pneumoniae serotype 14 
capsule polysaccharide synthesis locus 
glycosyl transferase gene cps14E, 3736 
Streptococcus pyogenes 
prtF 
regulation in response to superoxide 
signal, 4688 


insertional inactivation, 4688 
Streptococcus pyogenes M type 1 strain 
physical and genetic chromosomal map, 
5546 


Streptococcus sobrinus 
glucan-binding proteins, multiple, 1572 
Streptococcus thermophilus 
insertional mutagenesis, efficient, 931 
Streptococcus thermophilus Sfi6 
eps (exopolysaccharide) gene cluster, 1680 
Streptolysin O 
pore formation 
two-step theory, 6998 
Streptomyces albus 
hsp18 gene expression 
heat induction, 7031 
Streptomyces antibioticus 
guanosine pentaphosphate synthetase 
polynucleotide phosphorylase, 4281 
Streptomyces clavuligerus 
B-lactam resistance gene 
cephamycin gene cluster, 6266 
Streptomyces coelicolor 
absA-encoded putative signal transduction 
system 
antibiotic synthesis global negative reg- 
ulation, 3221 
actinorhodin production 
rpsL mutations, 7276 
acyl carrier protein, 5660 
antibiotic synthesis 
absA-encoded putative signal transduc- 


tion system, 3221 
global negative regulation, 3221 
methylmalonic acid semialdehyde dehy- 
drogenase 
msdA, 490 
msdA 
methylmalonic acid semialdehyde dehy- 
drogenase, 490 
Streptomyces coelicolor A3(2) 
actinorhodin-related “blue pigment” pro- 
duction, 2238 
differentiation 
changes in patterns of ADP-ribosylated 
proteins, 3785 
ftsQ cell division gene 
requirement for efficient sporulation 
but not growth and viability, 5295 
phosphotyrosine protein phosphatase, 136 
redD and actI]-ORF4 
pathway-specific regulatory genes for 
antibiotic production, 3402 
transcription in vitro, 3402 
Streptomyces collinus 
chcA, 6873 
Streptomyces diastat 
esterase, extracellular 
biochemical and molecular character- 
ization, 1858 
Streptomyces griseus 
bald mutants 
gene that suppresses morphological de- 
fect, 2867 
premature sporulation events, 4643 
Streptomyces griseus HUT 6037 
chitinase 
modular family 19, 5065 
Streptomyces lividans 
actinorhodin production 
rpsL mutations, 7276 
S. tendae T901 nikkomycin synthesis genes 
cloning and heterologous expression, 
216 


Streptomyces lividans TK24 
daunomycin-to-doxorubicin conversion 
gene, 3389 
Streptomyces peucetius 
DnrN 
daunorubicin biosynthesis, 6310 
DNA-binding protein, 6310 
doxorubicin 
enhanced production, 7316 
drrC gene 
daunorubicin resistance and production, 
3238 
UvrA-like protein, 3238 
Streptomyces phaeochromogenes 
pJV1 plasmid 
clt locus, novel, 4323 
Streptomyces sp. strain CS 
aklaviketone reductase 
cloning, sequencing, and analysis, 3384 
daunomycin-to-doxorubicin conversion 
gene 
S. lividans TK24, expression in, 3389 
Streptomyces spp. 
FK506 and FKS20 immunosuppressant 
biosynthesis 
methyltransferase and hydroxylase 
genes, 5243 
temperature-inducible expression system, 
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Streptomyces strains 
tetrahydropyrimidine derivatives 
effect on E. coli stress response, 385 
induction of synthesis, 385 
Streptomyces temperate phage 
late promoter, 2127 
Streptomyces tendae T901 
nikkomycin synthesis genes 
cloning and heterologous expression in 
S. lividans, 1216 
Streptomyces venzuelae ATCC 10595 
rmA cloning, 1480 
rRNA gene clusters, 1480 
Succinate degradation pathway, anaerobic 
C. kluyveri 
molecular analysis, 871 
Succinate:quinone oxidoreductase (complex 
II 


Bacillus sp. strain YN-2000 
single heme b, 3031 
o-Succinylbenzoyl-coenzyme A 
E. coli 
menaquinone biosynthesis, 6778 
Succinyl-coenzyme A synthetase regulation 
E. coli 
novel mechanisms, 2883 
Sucrase gene regulation 
S. xylosus 
ScrR repressor, 462 
Sugar uptake 
L. lactis and B. subtilis 
PTS systems, 3557 
regulation, 3557 
Sulfate starvation-regulated genes 
E. coli 
gene cluster involved in taurine utiliza- 
tion, 5438 
Sulfide/sulfoxide monooxygenase 
Rhodococcus sp. strain IGTS8, 5699 
Sulfolobus acidocaldarius 
exchange of genetic markers at very high 
temperatures, 3207 
Sulfolobus shibatae 
flagella and flagellin proteins, isolation of, 
902 


Sulfolobus solfataricus 
a-amylase synthesis 
glucose effect and regulation, 945 
large ribosomal subunit 
antibiotic sensitivity, 3396 
Sulfur-binding protein 
T. ferrooxidans flagella, 5776 
Supercoiled plasmids 
B. burgdorferi 
lipoprotein gene family, 3293 
multicopy tandem open reading frames, 
3293 
Superoxide and MAR regulon promoter 
activation 
E. coli 
Rob protein, 2507 
SurA 
E. coli 
outer membrane protein folding, 1770 
Surveying a supercoil domain 
S. typhimurium 
resolution system, 2825 
Swarm cells, differentiation into 
S. liquefaciens 
fthD master operon, 554 
Swarm colony development 
P. mirabilis, 6525 
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Symbiotic nitrogen fixation 
R. meliloti 
phosphate transport system, require- 
ment for, 4540 
Synechococcus sp. strain PCC 7942 
carbon and nitrogen assimilation genes 
cyanate, regulation by, 2688 
ClpB heat shock protein 
thermotolerance, 4839 
nitrate assimilation operon 
positive regulation by nitrite, 5822 
thermotolerance 
ClpB heat shock protein, 4839 
Synechocystis sp. strain PCC6803 
cotA-less mutant 
absence of light-induced proton extru- 
sion, 5452 
syrM 
R. meliloti 
transcription start site, 1782 


T4 phage infection 
E. coli 
dNTP pools, 4115 
nucleoside diphosphokinase-defective 
strains, 4115 
Tail fiber assembly 
coliphages T4 and i, 6258 
tamA gene 
A. nidulans 
putative zinc cluster motif, 3406 
Taurine utilization 
E. coli 
gene cluster, 5438 
T-complex transport apparatus assembly 
A. tumefaciens 
VirB protein stabilization, 3168 
T-DNA transfer machinery 
A. tumefaciens 
temperature effect on, 1498 
TEM-1 B-lactamase 
active site omega loop, systematic mu- 
tagenesis of, 1821 
Tet(M) 
tetracycline release from cytochromes 
GTP dependence, 3246 
tetA(L) gene 
B. subtilis 
regulation and physiology of a mutant 
strain, 2853 
Tetracycline release from cytochromes 
Tet(M) 
GTP dependence, 3246 
Tetrahydropyrimidine derivatives 
Streptomyces strains 
effect on E. coli stress response, 385 
induction of synthesis, 385 
tfdR gene product 
R. eutropha 
regulation of t(dCDEF expression, 6824 
tfuA gene 
R. leguminosarum 
trifolitoxin production, 4150 
Thermoalkaliphilic strain LBS3 
sodium-coupled energy transduction, 4099 
Thermoanaerobacterium sp. strain 
JW/SL-YS 485 
endoxylanase, large S layer associated 
cloning, sequencing, and expression of 
the gene in E. coli, 1539 


Thermoanaerobacterium strain JW/SL-YS 
489 
xylose isomerase 
acidic, 5938 
Thermoanaerobacterium thermosulfurigenes 
EM1 
amy gene locus 
maltose transport system, binding pro- 
tein dependent, 1039 
starch-degrading enzymes, 1039 
Thermococcus litoralis 
2-ketoglutarate oxidoreductase, 5890 
maltose/trehalose transport system, 4773 
Thermomonospora curvata 
serine/threonine kinase and WD-repeat 
protein, 1487 
Thermoplasma volcanium 
flagella and flagellin proteins, isolation of, 
902 


Thermostable amidase 
K. pneumoniae NCTR 1 
characterization, 2397 
Thermotoga maritima 
chemotaxis proteins, thermostable, 484 
NusG-like protein 
binding to DNA and RNA, 4089 
pyruvate ferredoxin oxidoreductase 
molecular and phylogenetic character- 
ization, 248 
ruvB gene and protein, 2695 
two-component system 
genes and proteins, 5579 
Thermotogales 
solutes 
new, compatible, 5644 
Thermotolerance 
Synechococcus sp. strain PCC 7942 
ClpB heat shock protein, 4839 
Thermus spp. 
glycolipids, 6479 
hydroxy fatty acids, 6479 
Thermus thermophilus 
3-isopropylmalate dehydrogenase 
stabilization by suppressor mutation 
method, 723 
3-isopropylmalate dehydrogenase 
spontaneous tandem sequence duplica- 
tions, 6300 
thermal stability, 6300 
peptidoglycan binding 
conserved motif in S-layer proteins, 
4765 
ruvB gene and protein, 2695 
Thermus thermophilus HB8 
S-layer mutants 
slpM gene, 357 
S-layer protein 
three different morphological assem- 
blies, 3654 
slpM gene 
S-layer mutants, 357 
thi genes 
S. typhimurium 
thiamine pyrophosphate, negative regu- 
lation by, 2533 
Thiamine biosynthesis 
S. typhimurium 
oxidative pentose phosphate pathway, 
1476 
Thiamine pyrophosphate 
S. typhimurium 
thi genes, negative regulation of, 2533 
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Thiamine synthesis 

S. typhimurium, 5676 
Thiobacillus caldus 

reduced sulfur compound oxidation, 6 
Thiobacillus denitrificans 

ribulose bisphosphate carboxylase/oxygen- 


ase 
form I and form II, 347 
Thiobacillus ferrooxidans 
flagella 
sulfur-binding protein, 5776 
Thiol peroxidase 
E. coli, 5610 
Thiols 
distribution in microorganisms, 1990 
mycothiol 
actinomycetes, major thiol in, 1990 
Thiosulfate oxidation 
B. thiooxidans 
transposon mutagenesis, 3628 
Threonine biosynthetic genes 
L. lactis MG1614 
cloning and transcriptional analysis, 
3689 


Thymidylate kinase 
E. coli 
tmk locus, 2804 
Ti plasmid pTil5955 
A. tumefaciens 
catabolic mannopine cyclase, 2427 
Ti plasmid-encoded enzyme 
Agrobacterium spp. 
mannopine degradation, 3285 
MocC, 3285 
Ti plasmids 
A. tumefaciens 
conjugal transfer system, 4248 
tra region, 4233 
tmk locus 
E. coli 
thymidylate kinase, 2804 
n5 


outside end, organization of, 1671 
Tn2/ integrase (Int21) 
E. coli 
chromosomal gene integration, 894 
Tn916 
excision with formation of protruding ter- 
mini, 5813 
Tn917 mutagenesis 
S. mutans 
mutants with acid sensitivity and nutri- 
tional requirements, 4166 
TOL plasmid 
P. putida 
xylS gene expression, 2356 
Pm promoter 
positive regulation, 6427 
TolC 
E. coli Mat/AcrAB efflux pump, 5803 
tol-pal region 
E. coli K-12 
ORF downstream of pal encoding a 
periplasmic protein, 4031 
tolR, translational control of, 4031 
tolQRA genes 
P. aeruginosa, 7059 
tolR, translational control of 
E. coli K-12 
TolQ, 4031 
Toluene 
efflux 
solvent-resistant P. putida strain, 6056 
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Toluene-3-monooxygenase operon 
B. pickettii, 6327 
Toluene dioxygenase alpha subunit 
P. putida 
non-heme iron coordination sites, 3133 
site-directed mutagenesis of conserved 
amino acids, 3133 
TonB homologs 
Enterobacteriaceae 
conservation of TonB-dependent energy 
transduction complexes, 1363 
TonB-ExbB-ExbD interaction 
E. coli 
energy-coupled transport across the 
outer membrane, 2826 
topA mutant 


. typhimurium 
leu-500 promoter, 7129 
TorT protein 
E. coli 
trimethylamine N-oxide reductase gene 
induction, 1219 


homodimers and heterodimers, 156 
ToxR transcription activator 
V. cholerae 
interaction with toxT promoter DNA, 
1080 
toxT promoter DNA 
V. cholerae 
interaction with ToxR transcription ac- 
tivator, 1080 
TP901-1 bacteriophage 
site-specific integration 
resolvase-like protein, 5164 
tra region 
A. tumefaciens Ti plasmids 
chimera, 4233 
traLEKBP 
F-like plasmids F, R100-1, and ColB2 
TraP protein, 3194 
Trans-acylases 
S. typhimurium OafA, 5904 
Transcriptional activators 
PSP3 and R73, 5668 
Transcriptional apparatus 
mycobacteria 
novel features in promoter elements, 
4847 


Transferrin receptor 
N. gonorrhoeae 
binding and surface exposure, 1437 
transferrin-binding proteins, 1437 
Transferrin receptors 
genes, 7326 
Transformation 
S. pneumoniae 
allelic variants of the peptide phero- 
mone, 6087 
encapsulated strains, 6087 
traY amber mutations 
F-plasmid traY promoter activity, 5787 
trbABC region 
R64 Incli plasmid 
pnd gene for plasmid maintenance, 
1491 
TrbK lipoprotein 
E. coli, 6720 
plasmid RP4 
entry exclusion, 6720 


tre operon 
B. subtilis 168 
regulation by TreR, 4576 
Trehalase 
E. coli 
cytoplasmic, 6250 
Treponema denticola 
figE mutant 
gene inactivation, 3664 
major outer sheath protein (Msp) 
sequence analysis, expression, and bind- 
ing activity, 2489 
Treponema pallidum 
fla operon 
organization, transcription, and expres- 
sion, 4628 
Tromp1 
porin activity, 6685 
recombinant, 6685 
surface antigenic exposure, 6685 
Treponema pallidum subsp. pallidum 
cfpA cytoplasmic filament protein gene, 
3177 


Treponema phagedenis 
fla operon 
organization, transcription, and expres- 
sion, 4628 
Trg chemoreceptor 
E. coli 
transmembrane segment, mutational 
analysis of, 4651 
Trichloroethylene degradation 
Pseudomonas spp. hybrids, 4039 
Trichoderma harzianum 
mycoparasitic antagonism 
cell wall synthesis, 6382 
Trifolitoxin production 
R. leguminosarum 
tfuA gene, 4150 
Trimethoprim resistance plasmids 
1S257-mediated cointegration, 6070 
S. aureus, 6070 
Trimethylamine N-oxide reductase gene in- 
duction 
E. coli 
periplasmic TorT protein requirement, 
1219 


Tromp1 
porin activity, 6685 
recombinant, 6685 
surface antigenic exposure, 6685 
T. pallidum, 6685 
trp RNA-binding attenuation protein 
B. subtilis 
interaction with RNA, 5159 
trpS mutation 
B. subtilis, 6518 
temperature sensitive, 6518 
TRAP regulation, 6518 
Tryptophanase operon expression 
E. coli 
polypeptide release factor 3, effect of, 
3755 
Tungsten-tolerant mutant 
A. vinelandii 
phenotypic characterization, 691 
Tungstoenzymes 
P. furiosus 
molybdenum and vanadium do not re- 
place tungsten, 163 
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two separate gene clusters, 4590 
Two-component regulatory systems 
multiple environmental signals, 6796 
S. typhimurium, 6796 
Two-component system 
T. maratima, 5579 
Type I fatty acid synthases, two 
B. ammoniagenes 
identification and functional differentia- 
tion, 4787 
Type 4 fimbrial biogenesis 
P. aeruginosa 
pilZ, 46 
two genes with prepilin-like leader se- 
quences, 3809 
Tyrosine phosphorylation 
M. xanthus, 4084 
TyrR regulatory system 
E. coli 
activation function, 1120 


udp promoter 
E. coli 
CRP-CytR interactions, 1614 
UDP-glucose dehydrogenase activity 
S. pneumoniae 
E. coli cell extracts, 2971 
UDP-N-acetylmuramate:L-alanyl-y-D-glu- 
tamyl-meso-diaminopimelate ligase 
E. coli 
cell wall peptidoglycan recycling, 5347 
mpl gene, 5347 
UDP-N-acetylmuramyl:L-alanine ligase 
E. coli 
overexpression, purification, and char- 
acterization, 906 
Umu mutagenesis proteins 
E. coli 
in vivo stability, 3550 
RecA, 3550 
UmuD 
amino acids 30 to 42, 7295 
covalent dimers 
inhibition of RecA-mediated cleavage, 
7304 
E. coli, 7285, 7295, 7304 
interactions with activated RecA, 7285 
umuDC 
E. coli 
substitution with mucAB or rumAB, 
2559 
UmuDC-mediated cold sensitivity 
E. coli 
genetic requirements distinct from 
those for SOS mutagenesis, 4400 
Upstream interactions 
bacteriophage lambda pry promoter, 
6945 
Ure2p nitrogen regulator 
S. cerevisiae 
interaction with GATA factor Gln3p, 
4734 
Ureaplasma urealyticum 
urease gene cluster 
E. coli suppressor strain, expression in, 
647 


organization, 647 
Urease gene cluster 
U. urealyticum 
E. coli suppressor strain, expression in, 
647 
organization, 647 
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Ureases 
M. morganii, 6487 
Y. enterocolitica, 6487 
UreD-UreF urease apoprotein complexes 
K. aerogenes 
purification and activation properties, 
5417 
UreE urease accessory protein 
K. aerogenes 
histidine-rich carboxyl terminus trunca- 
tion, 5410 
UspA universal stress protein 
E. coli 
effects of overproduction, 927 
UVM response 
E. coli 
mismatch repair, 6651 
uvrA gene 
D. radiodurans, 6759 
DNA repair gene, 6759 
uvrB gene 
P. aeruginosa 
not DNA damage inducible, 5550 


Vancomycin resistance gene expression 
E. faecalis V583 
VanS,-VanRg two-component regula- 
tory system, 1302 
Vancomycin-sensitive defect, abolition of 
E. coli 
sanA amplification, 94 
Variable surface lipoproteins 
M. bovis 
phenotypic switching involving high- 
frequency chromosomal rearrange- 
ments, 5395 
Vi antigen synthesis 
S. typhi 
rcsA through genes, 1691 
Vibrio alginolyticus 
motY 
sodium-driven flagellar motor compo- 
nent, 2409 
sodium-driven flagellar motor component 
motY, 2409 
swimming 
effect of viscosity, 5024 
Vibrio anguillarum 
flagellin A 
need for virulence, 1310 
flagellin genes, additional 
identification and characterization, 5188 
porin from outer membrane, 4182 
Vibrio cholerae 
OmpU, 524 
porins 
OmpU, 524 
ToxR protein 
homodimers and heterodimers, 156 
ToxR transcription activator 
interaction with toxT promoter DNA, 
1080 
toxT promoter DNA 
interaction with ToxR transcription ac- 
tivator, 1080 
Vibrio cholerae 569B 
physical map 
genetic markers, 1105 
Vibrio cholerae 0139 
conjugative transposon 
resistance to sulfamethoxazole, tri- 
methoprim, and streptomycin, 4157 


Vibrio fischeri 
acyl homoserine lactone synthesis, 5291 
ainS mutants 
luminescence operon expression modu- 
lation by N-octanoyl-L-homoserine 
lactone, 971 
autoinducer-LuxR interactions 
quorum sensing, 2897 
FRase I major flavin reductase 
conversion to E. coli NfsB by a single 
amino acid substitution, 4731 
halovibrin 
ADP-ribosyltransferases, new class of, 
209 
luminescence operon 
expression modulation in ainS mutants 
by N-octanoyl-L-homoserine lac- 
tone, 971 
quorum sensing 
autoinducer-LuxR interactions, 2897 
S-adenosylmethionine is substrate for 
autoinducer synthesis, 5291 
Vibrio harveyi 
acyl carrier protein, 571 
fatty acid biosynthesis genes 
fabG, acpP, and fabF, 571 
flavin oxidoreductase 
Frp, 4508 
Frp 
flavin oxidoreductase, 4508 
high homology to E. coli NfsA, 4508 
Vibrio sp. strain $14 
Iup proteins 
long-term carbon starvation, 817 
relA and spoT gene disruptions 
carbon starvation response, 4901 
vipR 
S. typhi 
autoregulation in ViaB region-encoded 
Vi antigen, 1430 
VirA protein 
A. tumefaciens 
input domain, mutational analysis of, 
961 
receiver module, 4710 
VirB2 
A. tumefaciens, 5706 
Ti plasmid encoded, 5706 
VirB7 
A. tumefaciens 
T-complex transport apparatus assem- 
bly, 3168 
VirB protein stabilization, 3168 
virB7 gene product 
A. tumefaciens 
membrane-associated lipoprotein, 3156 
VirE2 ssDNA-binding protein 
A. tumefaciens 
VirE1 mediates export, 1207 
virG gene 
A. tumefaciens 
P2 promoter, acid pH inducible, 4717 
virR/virS locus 
C. perfringens 
extracellular toxin production, regula- 
tion of, 2514 
vnfEN genes 
A. variabilis 
isolation and characterization, 4493 


Wall fabric 
permeability 
E. coli and B. subtilis, 768 
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WbaP C-terminal half 
S. enterica 
galactosyl-1-phosphate transferase, 2598 
O-antigen synthesis, 2598 
Western X-disease phytoplasma 
physical map of chromosome, 3985 
Wzx (RfbX) 
S. enterica 
O-antigen processing, 2102 
O-unit flippase, candidate for, 2102 
Wzz (Cid) protein 
E. coli O8 and 09 strains 
K lipopolysaccharide chain length, 1903 


Xanthan polysaccharide biosynthesis 
X. campestris pv. campestris 
gum cperon, 4313 
Xanthobacter flavus 
Calvin cycle enzymes 
fructosebisphosphate aldolase, 888 
primary structure and phylogeny, 888 
transketolase, 888 
gap-pgk operon 
3-phosphoglycerate kinase, 881 
glyceraldehyde-3-phosphate dehydroge- 
nase, 881 
induction requires CbbR, 881 
Xanthobacter strain Py2 
acetone metabolism 
ATP-dependent carboxylase, 4020 
CO,-dependent pathway, 4020 
epoxide carboxylation to B-keto acids, 1469 
pyridine nucleotide-disulfide oxidoreduc- 
tase, 6644 
Xanthomonas albilineans 
albicidin production 
two separate gene clusters, 4590 
Xanthomonas campestris pv. campestris 
gum operon 
xanthan polysaccharide biosynthesis, 
4313 
xanthan polysaccharide biosynthesis 
gum operon, 4313 
Xanthomonas campestris pv. citri 
cell-associated glucans 
new family of periplasmic glucans, 2263 
Xanthomonas campestris pv. vesicatoria 
avrBs2 
mutations affecting virulence and aviru- 
lence, 4661 
hrp cluster 
HrpXv, activation of five of six loci by, 
3462 


HrpA1 protein 
pathogenicity and induction of hyper- 
sensitive reaction, 1061 
HrpXv 
activation of five of six hrp loci, 3462 
AraC-type regulator, 3462 
Xanthomonas oryzae pv. oryzae 
catalase gene 
growth phase- and temperature-depen- 
dent expression, 3578 
H,O, toxicity protection, 3578 
superoxide inducible and monofunc- 
tional, 3578 
Xcp proteins 
P. aeruginosa 
exoprotein transport, 4297 
Xylose isomerase 
acidic, 5938 


net bacterium strain JW/SL-YS 
489, 5938 
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Yersinia enterocolitica 
galE gene and homologs, 5916 
urease, 6487 
Yersini 
pesticin immunity protein 
inactivation in periplasm, 2431 


plasmid pPCP1 
pesticin immunity protein, 2431 
Yersinia pseudotuberculosis 
YopE domains, 7227 
YopE domains 
Y. pseudotuberculosis, 7227 
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Zwittermicin A resistance genes 
B. cereus, 4266 
Zymomonas mobilis 
ethanol transport 
measurement by in vivo nuclear mag- 
netic resonance spin transfer, 1756 
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